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Abstract: 

WO 200253774 A2 



NOVELTY In vitro identification (Ml) of genes expressed in the skin of humans or animals by subjecting a mixture of 
genetically encoded factors (A), from skin, to serial analysis of gene expression (SAGE) so as to identify skin- 
expressed genes and quantify their expression, is new. 

DETAILED DESCRIPTION INDEPENDENT CLAIMS are also included for: 

(1) identifying (M2) genes important for skin homeostasis which includes comparing the SAGE results with similar 
results from other tissues to identify those genes having markedly different expression in skin compared with other 
tissues; 

(2) determining (M3) homeostasis of skin by comparing the pattern of (A) in a test sample with the pattern derived 
from SAGE analysis; 

(3) test kit, or biochip, for (M3); 

(4) determining (M4) activity of pharmaceutical or cosmetic compounds for maintenance or promotion of skin 
homeostasis and for treating skin disorders; 

(5) test kit for (M4); and 

(6) screening (M5) to identifying compounds useful for maintenance or promotion of skin homeostasis and for treating 
http://www.dialogselect.com/ip/cgi/present 4/22/03 
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sld^tSisorders. 

ACTIVITY Dermatological; Vulnerary; Antipsoriatic; Antiseborrheic; Immunosuppressive; Antiinflammatory; 
Cytostatic. 

No test details given. 

MECHANISM OF ACTION None given. 

USE (Ml) is useful for identifying genes involved in skin homeostasis; to determine skin homeostasis and to test agent 
(A) that maintain or promote skin homeostasis or that can be used for treating skin disorders, specifically 
neurodermatitis; sunburn; psoriasis; scleroderma; ichthyosis; atopic dermatitis; acne; seborrhea; lupus erythematosus; 
rosacea; melanoma; basal cell carcinoma; and carcinoma or sarcoma of the skin. 

pp; 1345 DwgNoO/0 

Technology Focus: 

TECHNOLOGY FOCUS - BIOLOGY - Preferred Materials: (A) are proteins, mRNA or their fragments. 

Preferred Method: In (M3), the (A) being detected/quantified are reproduced in tables in the specification, together with 
their relative expression frequencies and expression quotients. A sample is assessed as healthy if most (A) present are 
those expressed in skin at least twice the level in other tissues, but as unhealthy if most (A) are normally expressed at 
higher levels in tissues other than skin. Especially the samples are tested for (A) that have even higher levels of 
differential expression, particularly up to 100-fold higher level in skin. The test sample is whole skin or epidermis and 
(A) are isolated by microdialysis. (A) that are proteins are detected e.g. by electrophoresis, affinity chromatography or 
by using a protein chip, and those that are mRNA are detected e.g. by Northern blotting, reverse-transcription 
polymerase chain reaction and subtractive hybridization. Samples are tested for up to 500, preferably 10-50, different 
(A). 

Preferred Biochip: This comprises a carrier on which are immobilized probes that bind specifically to (A). The probes 
are nucleic acids or antibodies. 

Preferred Process: In (M4), the status of gene expression in the skin is tested before and after treatment with active 
compounds and the results compared. (M5) is essentially the same. 

BIOTECHNOLOGY - Preferred materials: Where (A) is mRNA, the probes on the biochip are RNA, peptide-nucleic 
acid or particularly DNA of 10-1000, preferably 200-400 bases. 
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@ Verfahren zur Bestimmung der Homeostase der Haut 

(5?) Die vorlicgcnde Erfindung betrifft ein Verfahren zur Be- 
stimmung der Homeostase der Haut bei Menschen in vi- 
tro, Test- Kits und Biochipszur Bestimmung dr Homeosta- 
se der Haut sowie die Verwendung von Proteinen, mRNA- 
Molekiilen oder Fragmenten von Proteinen oder niRNA- 
Molekiilen als Marker fur die Homeostase der Haut; ferner 
ein Testverfahren zum Nachweis der Wirksamkeit von 
kosmetischen oder pharmazeutischen Wirkstoffen zur 
Aufrechterhaltung oder Forderung der Homeostase der 
Haut bzw. zur Behandlung pathologischer Zustande der 
Haut sowie ein Screening- Verfahren zur Identifikation von 
kosmetischen oder pharmazeutischen Wirkstoffen zur 
Aufrechterhaltung oder Forderung der Homeostase der 
Haut bzw. zur Behandlung pathologischer Zustande der 
Haut und ein Verfahren zur Herstellung einer kosmeti- 

. schen oder pharmazeutischen Zubereitung zur Aufrech- 

- terhaltung oder Forderung der Homeostase der Haut bzw. 

L zur Behandlung pathologischer Zustande der Haut. 
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Beschreibung 

|0001] Die vorliegende Erfindung betrifft ein Verfahren zur Bestimmung der Horneostase der Haut bei Menschen in vi- 
tro, Test-Kits und Biochips zur Bestimmung der Horneostase der Haul sowie die Verwendung von Proteinen, niRNA- 

5 Molekiilen oder Fragmenten von Proteinen oder mRNA-Molekiilen als Marker fur die Horneostase der Haut; ferner ein 
Test verfahren zuin Nachweis der Wirksamkeit von kosnietischen oder phannazeuiischen Wirkstoffen zur Aufrechlerhal- 
lung oder Forderung der Horneostase der Haut bzw. zur Behandlung pathologischer Zustande der Haut. sowie ein Scree- 
ning- Verfahren zur Identifikation von kosnietischen oder pharniazeulischen Wirkstoffen zur Aufrechterhaitung oder For- 
derung der Horneostase der Haul bzw. zur Behandlung pathologischer Zustande der Maul und ein Verfahren zur Herstel- 

iu lung einer kosnietischen oder pharmazeutischen Zubereitung zur Aufrechterhaitung oder Forderung der Horneostase der 
Haul bzw. zur Behandlung pathologischer Zustande der Haut. 

[0002] Die Entwicklung eukaryotischen Lebens beginnt, abgesehen von der vegetaliven Vermehrung, mil der Fusion 
zweier Gameten. Ks entstehl eine Zygote, die der Ursprung einer jeden Telle eines Eukaryoten ist. Die raurnlich und zeil- 
lich geordnete Differenzierung der Tochterzellen einer Zygote ist entscheidend fur die Ontogenese eines vielzelligen Or- 
is ganismus. Sie iuhrt zu verschiedensten Zelltypen, die sich in ihrer Morphologie und in ihrer Funklion unlerscheiden. 
Vergleicht man beim Menschen z. B . eine Nervenzelle mit einer Zelle der Epidermis, so sind die Zellen sehr unterschied- 
lich, obwohl beide den gleichen Ursprung und das gleiche Genom haben. Die Dift'erenzierung von Zellen gehl mit Ver- 
anderung von GenexpressionsmusLern einher. Im differenzierten Zustand exprimieren Zellen die fur sie typischen Gene. 
Welche Gene dabei eine Rolle fur die Morphologien und Funktionen z. B. der Hautzellen spielen ist bis heute weitgehend 
20 unklar. Die geordnete Regulation der Genexpression in der Haul ist fur die Aufrechterhaitung der Horneostase des Or- 
gans von entscheidender Bedeutung. Jede lebende Zelle ist in der Lage auf Signale ihrer Umwelt zu reagieren. Die Re- 
aktionen der Zellen werden durch eine geordnete Regulation der Genexpression realisiert, sodaB der Metabolismus von 
Zellen nicht statisch sondern sehr dynarnisch ist. 

[0003] Die Expression der Gene in differenzierten Zellen der Haut ist nicht statisch sondern sehr dynamisch. Extrazel- 
25 lulare Stimuli wirken iiber zuin Teil komplexe Signaltransduktionskaskaden auf die Transkription lebender Zellen. Die 
Regulation der Transkription als Ant wort auf extrazel lulare Signale wird als Sliniulus-TVanskriptions-Kopplung bezeich- 
nct. Die Bccinflussung dieses cmpfindlichcn Rcgulationsmcchanismus kann zur Stbrung der Horneostase der Haut und 
moglicherweisc zur Entstehung und Manifestation pathogener Zustande der Haul ftihren. 

10004] Das menschliche Genom umfasst nach jungsten Schatzungen ca. 140 000 Gene. Von diesem immensen Infor- 
M) mationsangebot verwendet jede Zelle jedoch lediglich einen kleinen, fur sie spezifischen Teil fur die Synthese von Pro- 
teinen, der sich im Genexpressionsmuster widerspiegell. Welche Gene insbesondere in der Haut eine Rolle spielen ist 
bisher weitgehend unklar. 

[0005] Die Haul ist das groBte Organ des menschlichen Korpers. Sie ist ein sehr komplex aufgebauies Organ, welches 
aus einer Vielzahl verschiedener Zelltypen besteht und die Grenzflache des Korpers zur Urn welt bildet. Diese Tatsache 
35 verdeutlicht, dass die Zellen der Haut in besonderem MaBe exogenen Signalen der UmwelL, physikalischer und chemi- 
scher Natur ausgesetzt. Fur das Verstandnis von Hautreaktionen auf exogene Stimuli ist die Analyse der Genexpression 
in der Haut von entscheidender Bedeutung. 

|0006] Ein entscheidendes Merkmal der Haul ist, dass mit zunehmendem Alter, unier dem Einfluss hautschadigender 
Stimuli oder bei pathologischen Zustanden der Haut die Zellen ihre Fahigkeit verlieren die Horneostase des Organs auf- 
40 rcchl zu erhalten. Welche molekularen Mechanismen dieser Entwicklung zugrunde liegen ist bislang weitgehend unklar. 
Die Identifikation neuer hautspezifischer Marker ermoglichl, den komplexen Zustand der Homoostase, die Entstehung 
und Manifestation hautpathogener Zustande zu begreifen. Nur mit diesem Wissen konnen neue Konzepte furProdukte 
/.ur ITauibchandlung entwickclt werden. 

[0007] Jeder Zclliyp der Haut cKprimiert ca. 15 000 verschiedene Gene und synthetisiert daraus entsprechend viele 
45 Protcinc. Welche Gene davon fur die Horneostase der Haut eine Rolle spielen oder an pathogenen Prozessen beteiligt 
sind ist bisher jedoch weitgehend unklar. 

1 0008| Die Haul besteht aus mehreren verschiedenen Zelltypen (Fibroblasten, Keratinozyten in verschiedencn Diffe- 
ren/icrungszustanden, Melanozytcn, Merkelzcllen. Langerhanszellen, Haarfollikclzellen. Schweisdrtisenzellen etc.), so- 
dass die Komplexitat in der Haut exprimierter Gene sehr groB ist. lis ist bisher nicht moglich gewesen, diese immense 
5o Koniplcxitai zu beschreiben. Ebcnso wenig war es bisher moglich aus dicser Komplexitat die Gene zu identifiziercn, die 
exklusiv bzw. besonders stark in der Haut exprimiert werden. 

1 0009| Tn lebenden Zellen kommen niRNA-Molckiile in Konzeniralionen zwischen einigen wenigen und mehreren 
hundert Kopicn vor. Die schwach cxprimierten Gene sind bisherigen Analysen nicht oder nur sehr schwer zuganglich ge- 
wesen. Diese Moickiile konnen aber durchaus eine entscheidende Rolle fur die Horneostase der Haut spielen oder an der 
ss Entstehung bzw. Manifestation pathogener Prozesse in der Haut beteiligt sein. 

1 0010J Die Gcsamthcil allcr mRN A-Molekulc, die von einer Zelle oder cinem Gewebe zu einem bestimmten Zeilpunkt 
synthetisiert werden, bezeichnct man als "Transkriptom". Bis heute ist es nicht moglich gewesen das komplette Tran- 
skriptom, also die Gesamtheit aller transkribierten Gene, der humancn Haul zu beschrieben. 

|0011 1 Die Analyse der Genexpression ist zwar mil der Quanlifizicrung spezifischer mRNA-Molekiile moglich (z. B. 
ft) Northern- Blot, RNase-Schui/ex peri men te). Mit diesen Techniken konnen jedoch nur eine relativ begren/ie Anzahl an 
Genen gemessen werden. 

[0012] Es besteht daher ein Bedarf an der Identifikation moglichsl vieler, vorzugsweise aller, in menschlicher Haul ak- 
hven Gene. 

10013] Aufgabc der vorliegendcn Erfindung ist es daher, einen moglichst groBcn Teil der in menschlicher Haul expri- 
6^ miertcn Gene zu identifizieren; femer, die fur die Horneostase der Haul bedeutsamen Gene zu ideniifizieren. AuBerdem 
sollen mil ids der idcntifiziencn (jene, Verfahren zur Bestimmung der Horneostase der Haul bcrcitgestcllt werden. 
[0014) Diese erste Aufgabe wirderfindungsgemaB gelbst durch ein Verfahren ( 1 ) zur Identifizierung der in Haul cxpri- 
mierten (ienc bei Menschen in vitro, das dadurch gekennzeichnet ist. daB man 
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a) cin (jemisch von in menschlicher Haul exprimierten, d. h. transkribierten gcnctisch codierten Fakioren, also von 
mRNA-Molekulen odcr Fragtnenien von mRNA-Molekulen aus menschlicher Haul gewinnt und 

b) das in a) gewonnencn Gemisch einer Sericllen Analyse der Gencxpression (SAGE) unierwirfl, unddadurch die 
in menschlicher Haul exprirnierien Gene idcntifizieri und ihre Expression quaniifizierl. 

|0015] Die zweite Aufgabe wird erfindungsgemaB gelost durch ein Verfahren (2) zur Idenlifizierung der fur die 
Homeosiase der Haul bedeutsamcn Gene bei Menschen in vitro, das dadurch gekennzeichnet ist, daB man 

a) ein Gemisch von in menschlicher Haul exprinrierten, d. h. Lranskribierien geneiisch codienen Fakioren, also von 
mRNA-Molekulen oder Fragmenicn von mRNA-Molekulen aus menschlicher Haul gewinni, 

b) das in a) gewonnenen Gemisch einer Sericllen Analyse der Genexpression (SAGE) unterwirft, und dadurch die 
in menschlicher Haul exprimierien Gene identifiziert und ihre Expression quantifiziert und 

c) die Analysergebnis.se aus b) mil Expressionsmusiem anderer Gewcbe vergleicht und so die Gene identifizien, 
die in Haul und anderen Geweben unterschicdlich stark (differeniiell) exprimien werden. 

|(M)16| Expressionsmusier anderer Gcwebe sind beispiclsweise in den Daienbanken des Cancer Genome Anaiomy Pro- 
ject ((.'GAP) im Iniernel unicr lolgendcr Adresse zuganglich: http://cgap.nci.nih.gov / 

| O017| Zur Erfassung des Transkripioms der Haut wurde die Technik der "Sericllen Analyse der Genexpression" 
(SAGE' IM ) cingesetzt. Diese Technik erlaubt gleichzeitig die Identifikaiion und Quantifizierung aller in der Haul expri- 
mierien Gene. Der Vergleich des Transkripioms der Haul, mil dem Transkriptom anderer Gewebe lasst die Unierschei- 
dung zwischen relevanten und nicht relevanlen (ienen fur die Homeosiase der Haul zu. 

|0018| Fur die SAGE™- Analyse wurde humane Haul von gesunden weiblichen Spendern verwendel. Die Durchfuh- 
rung der SAGE™-Analyse erfolgte wie in der EP-A-0761 822 und bei Velculescu, V. E. el al, 1995 Science 270, 
484 487, beschricben und fiihrte zur Identifikaiion der in Haul ak riven Gene. 

|O0I9| Dicse Gene sind dazu gceignel die Homeosiase der Haut zu bestinimen oder pathologische Prozesse oder Zu- 
sliinde /.u delcklicren. 

1 00 20 1 Die 'label Ic 6 cnthalt cine dciaillicrtc Auflistung der mil Hilfc des crfindungsgcmaBcn Vcrfahrcns (1) crmittcl- 
ten, in menschlicher Haul akiiven Gene unter Angabe 

einer laufenden Ordnungsnumnier in Spalte 1, 

der verwendelen Tag-Sequenz in Spalte 2, 

der cnnittellcn relaiiven Exprcssionsfrcquenz in Haul in Spallc 3. 

der Signilikanz in Spalte 4, 

der UniGcne- Accession- Number in Spalte 5 und 

einer Kurzbeschreibung des Gens bzw. Genproduktes in Spalte 6. 

|0021 1 Die Tabcllen 1 bis 5 enthalten eine delaillierte Auflistung der mil Hilfe des erfindungsgemaBen Verfahrens (2) 
crmiiiehcn, in Haut und in anderen Geweben differeniiell exprimierien Gene unter Angabe 

einer laufenden Ordnungsnumnier in Spalte 1, 
der verwendelen Tag-Sequenz in Spahe 2, 

der emiiiiclicn relaiiven Exprcssionsfrequenz tin CGAP (Cancer Genome Anatomy Project) in Spalte 3, 

der ennitielien relaiiven Exprcssionstrequcnz in Haul in Spalte 4. 

des Quotienten der Frequenzen (aus Spalte 3 und Spalie 4) in Spalte 5. 

der Signiiikanz in Spalte 6. 

der UniGcne- Accession-Number in Spalte 7 und 

einer Kurzbosehreibung des Gens bzw. Genproduktes in Spalte 8. 

|<*022| Der Quotieni in Spallc 5 gibt die Starke der ditTcren lie lien Expression an, d. h., urn wclchen Fakior das jewci- 
lige Gen in Haul sliirker exprimien wird, als in anderen Geweben. 

1 0023 1 Unter ihrcr UniGcne- Accession- Number sind die jcwciligen Gene bzw. Genproduktc in der Daicnbank des Na- 
lionnl Center Tor Hioicchnology Tnlormniion (NCR?) often ban. Dicse Datenhunk ist i in Intemcl unlcr folgcnder Adresse 
zugiinglich: hup: // www.ncbi.nlm.nih.gov / . 

|0024| Die Gene bzw. Genproduktc sind auBerdeni unter den Internet- Adresscn 
hup: / / www.ncbi.nlni.nih.gov / UniGcne / Hs.Honie.html oder 
hup: // www.ncbi.nlni.nih.gov7 genome / guide dirckl zuganglich. 

1 0025 1 Die Daten des Cancer Genome Anatomy Project sind im Internet unter lolgendcr Adresse zuganglich: 
hltp: / / cgap.nci.nih.gov / 

1 0026 1 In label le 1 sind alle Gene aufgelistci, die mindestens 2-fach und weniger als 5-fach differeniiell exprimien 
sind. 

|0027| In la be lie 2 sind alle Gene aufgclisict, die mindestens 5-fach und weniger als 10-fach differeniiell exprimien 
sind. 

|0028| In Tabcile 3 sind alle Gene aufgclisict, die mindestens 10-fach und weniger als 20-fach differcntiel! exprimien 
sind. 

1 0029 1 In Tabcile 4 sind alle Gene aufgclisict, die mindestens 20-fach und weniger als UXM'ach differeniiell exprimien 
sind. 

I0030| In Tabellc 5 sind alle Gene aufgelisiei, die mindesiens 100-faeh differeniiell exprimien sind. 

10031] Die dritte der vorliegcnden Erfindung zugrundclicgcndc Aufgabe wird erfindungsgcinaB gelosi durch cin \fcr- 
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fahren (3) zur Bestimmung der Homeostase der Haul bei Menschen, insbesondere bei Frauen in vilro das dadurch ee- 
kennzeichnet isi, daB man ' * ' uauuitIi s c 

a) ein Gemisch von Proteinen, mRNA-Molekiilen oder Fragmenten von Proteincn oder mRNA-Molekulen aus 
menschlicher Haul gewinnt, 

b) das gewonnene Gemisch auf das Vorhandensein und gegebenenfalls die Menge von mindeslens einemdcr Pro- 
teine, mRNA-Molekule oder Fragment* von Proteinen oder mRNA-Molekiilen umersucht die nritiels Serieller 
Analyse der Genexpression (SAGE) als in Haul und anderen Geweben unterschiedlich stark (differentiell) exori- 
miert ldentihziert werden, ' H 

c) die Umersuchungsergebnisse aus b) mil den miuels Serieller Analyse der Genexpression (SAGE) identifizienen 
Expression si nusicrn vergleicht und 

d) das in b) untersuchte Gemisch gesunder bzw. in Homeostase befindlicher Haut zuordnet, wenn es uberwiegend 
Proteine, mRNA-Molekule oder Fragmente von Proteinen oder mRNA-Molekiilen enthait die in Haul starker ex 
pnmiert werden als in anderen Geweben, oder das in b) untersuchte Gemisch kranker bzw. in gestdrter Homeostase 
b t n " er , ? a " 1 zuor dnei, wenn es uberwiegend Proteine, mRNA-Molekule oder Fragmente von Proteinen oder 
mRNA-Molekulen enthait, die in anderen Geweben starker exprimiert werden als in Haut. 

10032] Es kann in Schritt b) des Verfahrens zur Bestimmung der Homeostase der Haut ausreichend sein das gewon- 
nene Gemisch aur das Vorhandensein von mindestens einem der Proteine, mRNA-Molekule oder Fragmente von Protei- 
20 nen oder mRNA-Molekiilen zu untersuchen, die miltels Serieller Analyse der Genexpression (SAGE) als in Haul und an- 
deren Geweben differentiell exprimiert idenlifiziert werden, wenn diese ausschlieBlich in Haut oder ausschliefilich in an- 
deren Geweben exprimiert werden. In alien anderen Fallen mu6 in Schriu b) auch die Menge der differentiell exprimier- 
ten Molekule untersucht werden, d. h., die Expression muB quantifiziert werden. 

[0033] In Schritt d) des Verfahrens zur Bestimmung der Homeostase der Haul wird das in b) untersuchte Gemisch ge- 
25 sunder bzw. in Homeostase befindlicher Haut zugeordnet, wenn es uberwiegend Proteine, mRNA-Molekule oder Frag- 
mente von Proteinen oder mRNA-Molekulen enthait, die in Haul starker exprimiert werden als in anderen Geweben 
d. h., daB das Gemisch entweder mchr untcrschicdlichc typischcrwcisc in Haut cxprimicrtc \fcrbindungcn enthait als' 
solche, die typischcrweise in anderen Geweben exprimiert werden (qualitative Differenzierung), oder mehr Kopien'von 
typischerweise in Haul exprimierten Verbindungen enthait, als typischerweise in anderen Geweben vorhanden sind 
30 (quantitative Differenzierung). Fur die Zuordnung zu kranker bzw. in gestorter Homeostase befindlicher Haul wird in 
komplemeritarer Weisc verfahren. 

[0034] Eine bevorzugte Ausfuhrungsform des erfindungsgemaBen Verfahrens zur Bestimmung der Homeostase der 
Haut ist dadurch gekennzeichnet, daB man in Schritt b) das gewonnene Gemisch auf das Vorhandensein und gegebenen- 
talls die Menge von mindestens einem der Proteine, mRNA-Molekule oder Fragmente von Proteinen oder mRNA-Mo- 

35 lekiilen untersucht, die in den Tabellen 1 bis 5 in Spalte 7 durch ihre UniGene-Accession-Number definiert werden in 
Schntt c) die Untersuchungsergebnisse aus b) mitden in den Tabellen 1 bis 5 in den Spalten 3 und 4 angegebenen rela- 
tiven Expressionsfrequenzen sowie den in Spalte 5 angegebenen Expressionsquotienten vergleicht und in Schritt d) das 
in b) untersuchte Gemisch gesunder bzw. in Homeostase befindlicher Haut zuordnet, wenn es uberwiegend Proteine 
mRNA-Molekule oder Fragmente von Proteinen oder mRNA-Molekiilen enthait, die in Haut mindestens doppelt so stark 

40 exprimiert werden wie in anderen Geweben, oder das in b) untersuchte Gemisch kranker bzw. in gestorter Homeostase 
befindlicher Haut zuordnet, wenn es uberwiegend Proteine, mRNA-Molekule oder Fragmente von Proteinen oder 
mRNA-Molekiilen enthait, die in anderen Geweben mindestens doppelt so stark exprimiert werden wie in Haut. 
10035] Eine weiierc bevor/ugie Ausfuhrungsform des erfindungsgemaBen Verfahrens zur Bestimmung der Homeo- 
stase der Haut ist dadurch gekennzeichnet, daB man 

45 in Schritt b) das gewonnene Gemisch auf das Vorhandensein und eegebenenfalls die Menge von mindestens einem der 
Proteine, niRN A- Molekule oder Fragmente von Proteinen oder mRNA-Molekulen untersucht, die in den Tabellen 2 bis 5 
in Spalte 7 durch ihre UniGene-Accession-Number definiert werden, 

in Schriu c) die Untersuchungsergebnisse aus b) mil den in den Tabellen 2 bis 5 in den Spalten 3 und 4 angegebenen re- 
lativen Expressionsfrequenzen sowie den in Spalte 5 angegebenen Expressionsquouenten vergleicht und 

50 in Schritt d) das in b) untersuchte Gemisch gesunder bzw, in Homeostase befindlicher Haut zuordnet, wenn es uberwie- 
gend Proteine, mRNA-Molekule oder Fragmente von Proteinen oder mRNA-Molekulen enthait, die in Haut mindestens 
5-lach so stark cxpriniiert werden wie in anderen Geweben, oder das in b) untersuchte Gemisch kranker bzw. in gestorter 
Homeostase befindlicher Haut zuordnet, wenn es uberwiegend Proteine, mRNA-Molekule oder Fragmente von Protei- 
nen oder mRNA-Molekiilen enthait, die in anderen Geweben mindestens 5-fach so stark exprimiert werden wie in Haut. 

55 | 0036] Eine weiierc bevorzugte Ausfuhrungsform des erfindungsgemaBen Verfahrens zur Bestimmung der Homeo- 
stase der Haut ist dadurch gekennzeichnet, daB man 

in Schriu b) das gewonnene Gemisch auf das Vorhandensein und gegebenenfalls die Menge von mindestens einem der 
Proteine, mRNA-Molekule oder Fragmente von Proteincn oder mRNA-Molekulen untersucht, die in den Tabellen 3 bis 5 
in Spalte 7 durch ihre UniGene-Accession-Number definiert werden, 

60 in Schriu c) die Untersuchungsergebnisse aus b) mil den in den Tabellen 3 bis 5 in den Spalten 3 und 4 angegebenen re- 
latiyen Expressionsfrequenzen sowie den in Spalte 5 angegebenen Expressionsquotienten vergleicht und 
in Schriu d) das in b) untersuchte Gemisch gesunder bzw. in Homeostase befindlicher Haul zuordnet, wenn es uberwie- 
gend Proteine, mRNA-Molekule oder Fragmente von Proteinen oder mRNA-Molekulen enthait, die in Haut mindestens 
10-tach so stark exprimiert werden wie in anderen Geweben, oder das in b) untersuchte Gemisch kranker bzw. in gestor- 

65 ter Homeostase befindlicher Haut zuordnet, wenn es uberwiegend Proteine, mRNA-Molektile oder Fragmente von Pro- 
teincn oder mRNA-Molckulcn enihall, die in anderen Geweben mindeslens 10-fach so stark exprimiert werden wie in 
Haut. 

10037] Eine weiierc bevorzugte Ausfuhrungsform des erfindungsgemaBen Verfahrens zur Bestimmung der Homeo- 
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siase der Haul ist dadurch gekennzeichnet, daB man 

in Schriu b) das gewonnene Gemisch auf das Vbrhandensein und gegebenenfalls die Menge von mindesiens einem der 
Proieine, mRNA-Molekiile. oder Fragment e von Proieinen oder mRNA-Molekiilen untersucht, die in den Tabellen 4 und 
5 in Spalie 7 durch ihre UniGene-Accession-Number definien werden, 

in Schritt c) die Unlersuchungsergebnisse aus b) mil den in den Tabellen 4 und 5 in den Spalten 3 und 4 angegebenen re- 5 
laiiven Expressionsfrequenzen sowie den in Spalie 5 angegebenen Expressionsquoiienlen vergleicht und 
in Schriu d) das in b) unlersuchte Gemisch gesunder bzw. in Homeostase befindlicher Haul zuordnet, wenn es uberwie- 
gend Proteine, mRNA-Molekule oder Fragmente von Proieinen oder mRNA-Molekulen enthali. die in Haul mindesiens 
20-rach so siark expriniien werden wie in anderen Geweben, oder das in b) unlersuchte Gemisch kranker bzw. in gestor- 
ler Homeosiase befindlicher Haul zuordnei, wenn es uberwiegend Proieine, mRNA-Molekiile oder Fragnienie von Pro- to 
leinen oder mRNA-Molekulen enlhalt, die in anderen Geweben mindestens 20-fach so stark exprimiert werden wie in 
Haul. 

1 003ft 1 Fine weilere nevorzugte Ausfuhrungsform des erfindungsgemaBen Verfahrens zur Besiimmung der Homeo- 
siase der Haul ist dadurch gekennzeichnet, daB man 

in Schriu b) das gewonnene Gemisch auf das Vorhandensein und gegebenenfalls die Menge von mindesiens einem der 15 
Proieine, mRNA-Molekiile oder Fragmente von Proieinen oder niRNA-Molekiilen untersucht, die in Tabclle 5 in Spalte 
7 durch ihre UniGene-Accession-Number definien werden, 

in Schriu c) die Unlersuchungsergebnisse aus b) mil den in Tabellc 5 in den Spalten 3 und 4 angegebenen relaiiven Ex- 
pressionsfrequenzen sowie den in Spalte 5 angegebenen Expressionsquoiienlen vergleicht und 

in Schriu d) das in b) unlersuchte Gemisch gesunder bzw. in Homeostase befindlicher Haul zuordnet, wenn es uberwie- 20 
gend Proieine, mRNA-Molekiile oder Fragmente von Proteinen oder mRNA-Molekiilen enthali, die in Haul mindesiens 
100-fach so stark expriniien werden wie in anderen Geweben, oder das in b) untersuchte Gemisch kranker bzw. in ge- 
siorter Homeosiase befindlicher Haul zuordnet, wenn es uberwiegend Proteine, mRNA-Molekule oder Fragmente von 
Proteinen oder niRNA-Molekiilen en (halt, die in anderen Geweben mindesiens 100-fach so stark exprimiert werden wie 
in Haut. 25 
|0039] Man kann den Zustand der Haul auch dadurch beschreiben, daB inehrere Marker (Expressionprodukle der fur' 
die Homeostase der Haul bedcutsamen Gene) quantifizicrt werden, die dann unlcrcinandcr in cincm bcsiimmtcn \fcrhalt- 
nis aktiv sein miissen, urn in Homeostase befindliche Haul zu reprascntieren. Alle Abweichungen hiervon deuten darauf 
hin. daB die unlersuchte Haul sich nicht in Homeostase befindel. 

1 0040| Ein weiiercr GegensLand der vorliegendcn Erfindung isi daher cin Verfahren (4) zur Bestimmung der Homeo- 30 
stasc der Haut bci Menschen, insbesondere bei Frauen, in vitro, das dadurch gekennzeichnet ist, daB man 

a) cin Gemisch von Proteinen, mRNA-Molekiilen oder Fragmenten von Proteinen oder mRNA-Molekulen aus 
menschlicher Haut gewinnt, 

b) in dem gewonnenen Gemisch mindestens zwei der Proteine, mRNA-Molekiile oder Fragmente von Proteinen 35 
oder mRNA-Molekiilen quantifizierl, die mi tie Is Verfahren (2) als fur die Homeostase der Haul bedeuisam identifi- 
zien werden, 

c) die Expressionsverhallnisse der mindestens zwei Proieine, mRNA-Molekule oder Fragmente von Proieinen oder 
mRNA-Molekiilen zueinander bestimmt, 

d) die Expressions verhaitnisse aus c) mil den Expressionsverhalinissen vergleicht, die fur die in b) quantifizierten 40 
Molckule lypischerweise in homeostaiischer Haut vorliegen. insbesondere mil den Expressionsverhalinissen, die 
sich aus Tabclle 6, Spalte 3 bzw. aus den Tabellen 1 bis 5, Spalte 4 ergeben, und 

e) das in a) gewonnene Gemisch gesunder bzw. in Homeosiase befindlicher Haul zuordnei, wenn die Exprcssions- 
vcrhiiltnissc der unicrsuchien Haut den Expressionsverhalinissen in Homeosiase befindlicher Haul entsprechen, 
oder das in a) gewonnene Gemisch kranker bzw. in gesiorter Homeostase befindlicher Haul zuordnei. wenn die Ex- 45 
prcssionsverhallnissc der uniersuchien Haul von den Expressionsverhalinissen in Homeosiase befindlicher Haul ab- 
wcichen. 

f 0041 1 Vor/.ugsweisc gewinni man in Schriu a) der erfindungsgemaBen Verfahren zur Besiimmung der Homeosiase 
der I laui das Gemisch aus cincr Hautprobc, insbesondere aus einer \toIlhautprobe oder aus eincr Epidermisprobe. Hicr- 50 
bei crolTnci die Vollhautprobe umfassendcre Vcrglcichsmoglichkcilen mil den glcichfalls aus Vbllhaul gewonnenen 
S AGF-T .ihraries. Die Epideniiisprobc isi hingegen leichlcr zu gewinnen. beispiclsweisc durch Aufhringcn cines Klehe- 
bandes auf die Haul und AbreiBcn dcssclben, wie in der WO 00/10579 beschrieben, auf die hicrmii in vollem Umfang 
Bczug genommen wird. 

1 0042 1 In einer weiieren Ausfuhrungsform der erfindungsgemaBen Verfahren zur Besiimmung der Homeosiase der 55 
1 laul gewinni man in Schriu a) das Gemisch miuels Mikrodialysc. Die technik der Mikrodialysc wird beispiclsweisc in 
"Microdialysis: A method for measurcmeni of local tissue metabolism", Nielsen PS, Wingc K, Petersen LM; Ugeskr 
Laeger 1999 Mar 22 161: 12 1735 -8; sowie in "Cutaneous microdialysis lor human in vivo dermal absorption studies", 
Anderson, C. ci a!.; Drugs Pharm. Sci., 1998, 91, 231-244; und auch im Internet unier htip: / / www.mierodialy- 
sis.se / lechniqu.him beschrieben, worauf hiennii in vollem Umfang Bc/ug genommen wird. fio 
1 0043 1 Bei der Anwendung der Mikrodialysc fuhrt man lypischerweise eine Sonde in die Haut ein und beginnt mil ei- 
ner geeigneicn Tragerlosung die Sonde langsam zu spulen. Nach dem Abklingen der akuien Rcakiionen nach dem Ein- 
stich Helen die Mikrodialysc Proieine, mRNA-Molekiile oder Fragmente von Proieinen oder mRNA-Molekiilen, die im 
cxirazcllularcn Raum vorkommcn und die, bcispielsweise durch Fraklionierung der Tragcrfiussigkcii. dann in vilro iso- 
lien und analysicrt werden konnen. Die Mikrodialyse ist weniger invasiv, als die Eninahmc einer Vollhauiprobc; sie ist 6> 
abcr nachteiligcrweisc auf die Gewinnung im cxtrazellularcn Rauni vorkommendcr Verbindungcn beschranki. 
[0044) Eine weitere bevorzugie Ausfuhrungsform der erfindungsgemaBen Verfahren zur Besiimmung der Homeosiase 
der Haul isi dadurch gckcnnzeichncl. daB man in Schriu b) in Verfahren (3) die Untersuchung auf das Vorhandensein und 
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gegebcnenfalls die Menge von mindesiens eineni der Proteine oder Proieinfragmenie; bzw. in Verfahren (4) die Quanti- 
fizierung mindesiens zweier Proieine Oder Proieinfragmenie, miuels einer Methode durchfuhn. die ausgewahlt isi unter 

- Ein- oder zweidimensionaler Gelelektrophoresc 
s - Affinitalschromalographie 

- Protein-Protein-Komplexierung in Losung 

- Massenspektrometrie, insbesonderc Matrix Assisiiener Laser Desorptions lonisaiion (MALDI) und insbesondere 

- Einsatz von Proteinchips, 

io oder miuels geeigneter Kombinaiioncn dieser Mcihoden. 

10045] Diese crfindungsgeniaB einseizbaren Meihodcn sind in dem Ubersichtsariikel von Akhilesh Pandey und Mat- 
thias Mann: "Proicomics io siudy genes and genomes". Nature, Vtolume 405, Number 6788, 837-846 (2000), und den 
dort angegebenen Relerenzen heschrieben, worauf hiermii in vollem Umfang Bezug genommen wird. 
10046] Die 2D-Gclelektrophorese, wird bcispiclsweise in L. D. Adams, Two-dimensional Gel Electrophoresis using 

is ihc Isodail System oder in L. D. Adams & S. R. Gallagher, Two-dimensional Gel Electrophoresis using the O'Farrell Sy- 
stem ; beide in Current Protocols in Molecular Biology (1997, Eds. F. M. Ausubel et aL), Unit 10.3.1-10.4.13; oder in 2-D 
Hlectrophoresis-Manual; T. Berkelman, T. Senstcdt; Amcrsham Pharmacia Biotech, 1998 (Bestell-Nr. 80-6429-60) "be- 
schrieben, 

10047] Die massenspeklrometrische Charakterisierung der Proieine oder Proieinfragmenie erfolgt in der Fachwelt be- 

20 kannter Weise, beispielsweise wie in den folgenden Literaturstellen beschrieben: 

10048] Methods in Molecular Biology, 1999; Vol 112; 2-D Proteome Analysis Protocols; Editor A. J. Link; Humana 
Press; Totowa; New Jersey. Darin insbesondere: Courchesne, P. L. und Patterson, S. D.; S. 487-512. 
10049] Carr, S. A. und Annan, R. S.; 1997; in: Current Protocols in Molecular Biology; Editor- Ausubel F M et al * 
John Wiley and Sons, Inc. 10.2.1-10.21.27. * ' ' 

25 |0050] Fine weiicrc bevorzugte Ausfuhrungsform der erfindungsgemaBen Verfahren zur Bestimmung der Homeostase 
der TTaui isi dadurch gekennzeichnel, daB man in Schriu b) in Verfahren (3) die Uniersuchung auf das Vorhandensein und 
gegebcnenfalls die Mengc von mindesiens cincm der mRNA-Molcktilc oder niRNA-Molckiilfragmcntc; bzw. in Verfah- 
ren (4) die Quanlihzierung mindesiens zweicr mRNA-Molekiile oder mRNA-Molekiilfragmente miuels einer Methode 
durchfuhn, die ausgewahlt isi unter 

M) 

i. Northern Blots, 

ii. Reverse Transkripiase Polymerase kettenreaktion (RT-PCR), 

iii. RNasc-Schuizexperimcnte, 

iv. Doi- Blots, 

35 v. cDNA-Scquenzierung, 

vi. Klon-Nybridisierung, 

vii. DilTereniial Display, 

viii. Subtrakiive Hybridisierung, 

ix. cDNA-Fragmenl-Fingerpriniing, 

40 \. Total Gene Expression Analysis (TOGA) 

xi. Seriellc Analyse der Genexpression (SAGE) und insbesondere 

xii. Ein sal /. von Nuk lei nsaurec hips. 

oder miuels gecigncicr Kombinationen dieser Meihodcn. 
45 | 0051] Diese erlindungsgemaB einseizbaren Mcthodcn sind in den Ubersichtsariikel n von Akhilesh Pandey und Mat- 
thias Mann: "Proicomics lo study genes and genomes". Nature, Volume 405, Number 6788, 837-846 (2000). und "Ge- 
nomics, gene expression and DNA arrays". Nature, Volume 405, Number 6788, 827-836 (2000), und den don angege- 
benen Referenzen beschrieben, worauf hie mi it in vollem Umfang Bezug genommen wird. 

|0052| Das TOGA-Verfahren ist in "J. Grcgor Suicliffe el al. TOGA: An automated parsing lechnology for analyzing 
50 expression of nearly ail genes. Proceedings of the National Academy of Sciences of the United States of America 
(WAS), Vol. 97, No. 5, pp. 1976-1981 (2000)" beschrieben, worauf hiermil vollumfanglich Bezug genommen wird. 
10053] Fs konnen jedoch erfindungsgemiiR anch andere dem Fachmann bckannle Mcihoden /ur Unlersuchung auf das 
Vorhandensein und gegebcnenfalls die Menge von mindesiens cinem der Proieine, mRNA-Molekule oder Fragmente 
von Prolcinen oder mRNA-MoIckiilen eingesetzt werden. 
55 |0054] Fine weiicre bevorzugle Ausfuhrungsform der erfindungsgemaBen Verfahren zur Bestimmung der Homeostase 
der I laul isi dadurch gekennzeichnel, daB man in Schriu b) auf das Vorhandensein und gegebcnenfalls die Menge von 1 
bis eiwa 5000, bevor/ugt 1 bis ciwa 1000, insbesonderc ctwa 10 bis etwa 500, vorzugsweise ctwa 10 bis etwa 250, be- 
sondcrs bcvor/.ugl etwa 10 bis ciwa 100 und ganz besondcrs bevorzugl etwa 10 bis etwa 50 der Proieine. mRNA-Mole- 
kule oder Fragmeme von Prolcinen oder mRNA-MolekLilen unicrsucht, die in den Tabellen 1 bis 5 in Spalle 7 durch ihre 
U) Uni( iene- Accession-Number riehnien werden. 

1 0055| Ein wciierer Gcgenstand der vorliegcnden Krhndung isi ein Test-Kil zur Bestimmung der Homeostase der Haul 
bci Menschen in vitro, umfassend Mittel zur Durchfuhrung der erfindungsgemaBen Verfahren zur Bestimmung der 
Homeostase der Haul. 

10056] Ein weilcrcr Uegensiand der vorliegcnden Erhndung isi ein Biochip zur Bestimmung der Homeosiasc der Haul 
6> bci Menschen in vitro, umfassend 

i. einen feslcn, d. h, slarren oder flexiblen Trager und 

ii. auf dicscm immobilisicne Sonden. die zur spezifischcn Bindung an mindesiens cincs der Proieine, mRNA-Mo- 
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lekiile odcr Fragmenie von Proteinen oder niRNA-Molekulen befahigi sind. die in den Tabellen 1 bis 5 in Spalte 7 
durch ihre UniGene-Accession-Number definien werden. 

|0057] Bci einem BioChip handelt es sich urn ein miniaturisiertes Funktionseleniem mil auf einer Oberflache immobi- 
lisierien Molekiilen, insbesondere Biomolekulen, die als spezifische Inierakiionspnrtner dienen konnen. 5 
10058] Haufig weist die Struktur dieser Funktionselemenie Reihen und Spallen auf; man spricht dann von Chip-"Ar- 
rays" Da tausende von biologischen bzw. biochemischen Funktionselementen auf einem Chip angeordnel sein konnen, 
miissen diese in der Regel mil mikroiechnischen Methoden angefertigt werden. Als biologische und biochemische Funk- 
tionselemenie kommen insbesondere in Frage: DNA, RNA, PNA, (bei Nukleinsauren und ihren chenuschen Denvaten 
konnen z. B. Einzelsirange, Triple x-Strukiuren oder Kombinaiionen hiervon vorliegen). Saccharide, Peptide, Proieine iu 
(z B Antikorper, Antigene, Rezeptoren) und Derivate der kombinatorischen Chemie (z. B. organische Molekule). Im 
aligemeinen haben BioChips eine 2D-Basisflache fur das Beschichten mil biologisch oder biochemisch funklionellen 
Maierialien. Die Basisflachen konnen beispielweise auch von Wanrien einer oder mehrerer Kapillaren oder von Kanalen 

f»059i eI Zum Stand der Technik kann z. B. auf folgende Publikaiionen hingewiesen werden: Nature Genetics, Vol. 21, 15 
supplement (Gesaml). Jan. 1999 (BioChips); Nature Biotechnology, Vol. 16, S. 981-983. Oki. 1998 (BioChips); Trends 
in Biotechnology Vol. 16, S. 301-306, Jul. 1998 (BioChips) sowie die bereits genannten Ubersichtsartikel von Akhilesh 
Pandey und Maiihias Mann: "Proteomics to study genes and genomes", Nature, Volume 405, Number 6788, 837-846 
(2000), und "Genomics, gene expression and DNA arrays". Nature, Volume 405, Number 6788, 827-836 (2000), und die 
dort angegebenen Referenzen, worauf hiermit in vollem Umfang Bezug genommen wird. 20 
100601 Eine ubersichtliche Darstellung der praktischen Anwendungsverfahren der DNA-Chiptechnologie liefem die 
Bucher "DNA Microarrays: A Practical Approach" (Editor: Mark Schena, 1999, Oxford University Press) und "Micro- 
array Biochip Technology' 1 (Editor: Mark Schena, 2000, Eaton Publishing), auf die hiermit in vollem Umtang Bezug ge- 

HmH* Dielrn Rahmen der vorliegenden Erfindung besonders be vorzugte DNA-Chiptechnologie beruht auf der Fahig- - 2= 
keii von Nukleinsauren kom piemen l are Basenpaarungen einzugehen. Dieses als Hybridisierung bezeichnete lechmsche 
Prinzip wird bereits scit Jahrcn bci der Southcm-Blot- und Northcm-Blot-Analysc cingesctzt. Im \fcrglcich zu dicscn 
herkommlichen Methoden, bei denen lediglich einige wenige Gene analysiert werden, gestatlet es die DNA-Chiptechno- 
logieeinigehundert bis zu mehreren zehntausend Genen parallel zu untersuchen 

I0062] Ein DNA-Chip besteht im wesentlichen aus einem Tragermaterial (z. B. Glas oder Kunststoff), auf dem einzel- 
stransiee genspezifische Sonden in hoher Dichte an einer definierten Stelle (Spot) immobilisicrt werden. Als problema- 
tisch wird dabei die Technik der Sonden- Applikation und die Chemie der Sonden-Immobilisierung eingeschatzt. 
( 00631 Nach dem dcrzeiiigen Stand der Technik sind mehrere Wege der Sondenimmobihsierung reahsien: 
0064 E M Southern (E. M. Southern et al. (1992), Nucleic Acid Research 20, 1679-1684 und E. M. Southern et al. 
(1997) Nucleic Acid Research 25, 1155-1161) beschreibt die Herstellung von Oligonukleotidanordnungen durch di- 
rekte Synihese an einer Glasoberflache, die mil 3-Glycidoxypropyltrimethoxysilan und anschheBend mit einem Glycol 

WtisT E?n ShnHches Verfahren realisiert die in situ Synihese von Oligonukleotiden miuels einer photosensitiven, kom- 
binaiorischen Chemie, die mit photolithographischen Techniken verglichen werden kann (Pease, A. C. et al. (1994), 
Proc. Nail Acad Sci USA 91, 5022-5026). . 
( 0066] Neben diesen auf der in situ-Synthese von Oligonukleotiden beruhenden Techniken konnen ebenso bereits vor- 
handene DNA-Molekule an Oberflachen von Tragermaterial gebunden werden. 

|0067| P O. Brown (DeRisi ci al. (1997), Science 278, 680 686) beschreibt die Immobilisierung von DNA an mil Po- 
Mvsin beschichteten Glasoberflachen. ..... . t . 

100*81 Die Veroffenllichung von L. M. Smith (Guo. Z. e. al. (1994). Nucleic Acid Research 22. 5456-5465 » leg. ein 
ahnlichcs Verfahren offen: Oligonuklcoiide. die eine 5'ierminale Aminogruppc iragen. konnen an eine Glasoberflache 
gebunden werden. die mil 3-Aminopropyl.rimeihoxysilan und anschliefiend mil 1.4-Phenyldiisoihiocyana. behandeli 

IO069I Die Applikaiion der DNA-Sonden auf einem Trager kann mil einem sogcnannien "Pin-Spoiler" erfblgen. Dazu 
lauchen diinne Meiallnadeln mil z. B. einem Durchmesscr von 250 urn. in Sondenlfisungen ein und ubcrtuhren anschhe- 50 
Bend das anhaneendc Probenmaierial mil definicnen Volumina auf das Tragermaienal des DNA-Chips. 
100701 ' Bcvomig.erweise erfolg. die Sonden« PP lika.ion jedoch miuels eines piezogesieuerten , Nanod.spcnscr^ der 
ahnlich einem Tinicnslrahldrucker, Sondenlosungen mil einem Volumen von 100 Picoliiern koniakltrei aut die Oberfla- 

^ d l? ^nmoSifi^^ngX Sonden erfolg, , B. wie in der EP-A-0965 647 beschrieben: Die Genenerung von 35 
DNA-Sondcn erfolg. hierbei miuels PGR unier Verwendung eines sequenzspezilischen Pnmerpaares, wobei cm Pnmer 
am 5'-Endc modifizicr. is. und cinen Linker mi. einer freien Aminogruppe iragi. Dami. is. sichergesiclli, dass e.n defi- 
n crier S.rang der PCR-Produkie an einer Glasoberflache gebunden werden kann. welche mil 3-Anuno P ropylunn,e.hox- 
jSn umi^nschlieBend mil 1 .4-Phenvldiisoihiocyana, behandcl. wurde. Die genspezifischen PCR-Produk.e sollen ,dea- 
lerwe^ eine definicrtc Nukleinsauresequen, in einer Unge von 20O400 bp haben und mchi redundan.e Sequenzen be- 
inhalien. Nach der Immobilisierung der PCR-Produk.e uber den deriva.isier.en Primer wird der Gegens.rang des PCR- 
Produkis durch cine Inkubaiion bei 96°C fur 10 Min enlfernl. 

S In Sner fur DNA-Chips .ypischen Anwendung wird mRNA aus zwei zu vergle.chend^n ZeUpopulauonen iso- 
Die iso ienen nJWAs werden n.iuels reverser Transkriplion un.er Verwendung von z. B fluoreszenzmark.er.en 
NuklStden in SNA u.ngewandelu Dabei werden die zu vergleichenden Proben mi. z B . ro. bzw. grUn ftuoresz^ren- 
Z , Nuklcoiidcn markier. Die cDNAs werden dann mi. den auf dem DNA-Chip immob.l.s.cncn Gensonden hybnd.s.cn 
und anschlieliend die gebundenen Fluoreszenzen quanufizierl. . 
10073] Der erfindunlsgemaBe Biochip u.r.fass. bevorzug. 1 bis e.wa 5000. bcvorzug.ermaBen 1 bis e.wa 1000. insbe- 
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sondere etwa 10 bis etwa 500, vorzugsweise eiwa 10 bis eiwa 250, besonders bevorzugt etwa 10 bis etwa 100 und ganz 
besonders bevorzugt etwa 10 bis eiwa 50 voneinander verschiedene Sonden. Die voneinander verschiedenen Sonden 
konnen jeweils in mehrfacher Kopie auf dcm Chip vorhanden sein. 

1 0074] Der erfindungsgemaBe Biochip umfasst bevorzugt Nukleinsauresonden, insbesondere RNA- oder PNA-Son- 
5 den, besonders bevorzugt DNA-Sonden. Die Nukleinsauresonden weisen bevorzugt eine Lange von etwa 10 his etwa 
1000, insbesondere etwa 10 bis etwa 800, vorzugsweise etwa 100 bis etwa 600, besonders bevorzugt etwa 200 bis etwa 
400 Nukleotiden auf. 

|0075] In einer weiteren bevorzugten Form umfasst der erfindungsgemaBe Biochip Pepiid- oder Proteinsonden, insbe- 
sondere Antikorper. 

to |0076] Ein weiterer Gegensiand der vorliegenden Erfindung ist die Verwendung der Proteine, niRNA-Molekule oder 
Fragmente von Proteinen oder mRNA-Molekiilen, die in den Tabellen 1 bis 5 in Spake 7 durch ihreUniCene- Accession- 
Number definiert werden, als Marker fiir die Homeostase der Haul bei Menschen. 

(0077] Kin weilerer Gegenstand der vorliegenden Erfindung ist ein Testverfahren zuni Nachweis der Wirksamkeit von 
kosmeiischen oder pharmazeutischen Wirkstoffen zur Aufrechterhaltung oder Forderung der Homeostase der Haul bzw. 
1 5 zur Behandlung pathologischer Zustande der Haut, wie Neurodermitis, Sonnenbrand, Psoriasis, Sklerodennie, Ichtyosis, 
aiopische Dermatitis, Akne, Seborrhoe, Lupus ery (nematodes, Rosacea, Melanoma, Basalioma, Hautkarzinom, Hautsar- 
kom in vitro, dadurch gekennzeichnel, dab man 

a) den Hautsiatus durch ein erfindungsgemaBes Verfahren zur Bestimmung der Homeostase der Hauu oder miilels 
20 eines erfindungsgemaBen Test-Kits zur Bestimmung der Homeostase der Haul, oder mittels eines erfindungsgema- 

Ben Biochips besiimmt, 

b) einen Wirkstoflf zur Aufrechterhaltung oder Forderung der Homeostase der Haul bzw. zur Behandlung patholo- 
gischer Zustande der Haut einmal oder mehnnals auf die Haut aufbringt, 

c) erneut den Hautsiatus durch ein erfindungsgemaBes Verfahren zur Bestimmung der Homeostase der Haut, oder 
25 mittels eines erfindungsgemaBen Test -Kits zur Bestimmung der Homeostase der Haut, oder mittels eines erfin-- 

dungsgemaBen Biochips bestiiiinit, und 

d) die Wirksamkcil des Wirksloffs durch den Vcrglcich der Ergcbnissc aus a) und c) besiimmt. 

1 0078] Zur Beschleunigung des Tesiverfahrens ist es auch moglich, verschiedene WirkstofTe oder Placebos parallel auf 
30 verschiedene Hautareale aufzubringen; beispielsweise einen Wirkstoflf auf den linken Unterarm und ein Placebo auf den 
rcchlen Unterarni, oder umgekehrt. 

10079] Ein weilerer Gegenstand der vorliegenden Erfindung ist ein Test-Kit zum Nachweis der Wirksamkeil von kos- 
mctischen oder pharmazeutischen Wirkstoffen zur Aufrechterhaltung oder Forderung der Homeostase der Haut bzw. zur 
Behandlung pathologischer Zustande der Haut in vitro, umfassend Mittel zur Durchfuhrung des erfindungsgemaBen 
35 Tcstverfahrens. 

|0080] Ein weilerer Gegenstand der vorliegenden Erfindung ist die Verwendung der Proteine, rnRNA-Molekiile oder 
Fragmente von Proteinen oder mRNA-Molekiilen, die in den Tabellen 1 bis 5 in Spalte 7 durch ihre UniGene-Accession- 
Number definiert werden zum Nachweis der Wirksamkeil von kosmeiischen oder pharmazeutischen Wirkstoffen zur 
Aufrechterhaltung oder Forderung der Homeostase der Haut bzw. zur Behandlung pathologischer Zustande der Haut, 
40 wie Ncurodermitis, Sonnenbrand, Psoriasis, Sklerodennie, Ichtyosis, atopische Dermatitis, Akne, Seborrhoe, Lupus ery- 
I nematodes. Rosacea, Melanoma, Basalioma, Hautkarzinom, Haulsarkom. 

1 0081 1 Ein weilerer Gegenstand der vorliegenden Erfindung ist ein Screening- Verfahren zur Identification von kosme- 
iischen oder pharmazeutischen Wirksioften zur Aufrechterhaltung oder Forderung der Homeostase der Haut bzw. zur 
Behandlung pathologischer Zustande der Haut, wie Neurodenniiis. Sonnenbrand, Psoriasis, Sklerodennie, Ichtyosis, 
45 atopische Dermatitis, Akne, Seborrhoe, Lupus erythematodes. Rosacea, Melanoma, Basalioma, Hautkarzinom. Haulsar- 
kom in vitro, dadurch gekennzeichnel, daB man 

a) den Hautsiatus durch ein erfindungsgemaBes Verfahren zur Bestimmung der Homeostase der Haul, oder mittels 
eines erfindungsgemaBen Test-Kits zur Bestimmung der Homeostase der Haul, oder mittels eines erfindungsgema- 

50 Ben Biochips bcslimniL, 

b) einen poicntiellcn Wirkstoflf zur Aufrechterhaltung oder Forderung der Homeostase der Haul bzw. zur Behand- 
lung pathologischer Zusiande der Haut einmal oder mehnnals auf die Haul aufbringl, 

c) crneui den Hautstatus durch ein erfindungsgemaBes Verfahren zur Bestimmung der Homeostase der Haul, oder 
minds eines erfindungsgemaBen Test-Kits zur Bestimmung der Homeostase der Haul, oder mittels eines erfin- 

55 dungsgemaBen Biochips besiimmt, und 

d) wirksamc Wirkston'c durch den Vcrgleich der Ergcbnissc aus a) und c) besiimmt. 

1 0082] Ein weiterer Gegensiand der vorliegenden Erfindung ist die Verwendung der Proteine, niRNA-Molekule oder 
Fragmente von Proieinen oder niRNA-Molckulcn, die in den Tabellen 1 bis 5 in Spake 7 durch ihre UniGenc-Acccssion- 
fit) Number definiert werden, zur Ideniifikalion von kosmeiischen oder phannazeuiischen Wirkstoffen zur Aufrechterhal- 
tung oder Forderung der Homeostase der Haul bzw. zur Behandlung pathologischer Zustande der Haul, wie Neuroder- 
miiis, Sonnenbrand, Psoriasis, Sklerodennie, Ichtyosis, aiopische Dermatitis, Akne, Seborrhoe, Lupus erythematodes. 
Rosacea, Melanoma, Basalioma, Hautkarzinom, Haulsarkom. 

|0083J Ein weilerer Gegensiand der vorliegenden Erfindung isi ein Verfahren zur Herstellung einer kosmeiischen oder 
6:> pharmazeutischen Zubereitung zur Aufrechterhaltung oder Forderung der Homeostase der Haul bzw. zur Behandlung 
paihologischcr Zustande der Haut, wie Neurodenniiis, Sonnenbrand, Psoriasis, Sklerodennie, Ichiyosis, atopische Der- 
matitis, Akne, Seborrhoe, Lupus eryi nematodes. Rosacea, Melanoma, Basalioma, Hautkarzinom, Haulsarkom, dadurch 
gekennzeichnel. daB man 
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a) wirksanie Wirksiofte mil Hilfe des erfindungsgemaBen Screening- Verfahrens, oder der Verwendung zur Identi- 
fikaiion von kosnieiischen oder phannazeulischen Wirkstoflfen wr Aul'rechierhaliung oder Forderung der Honieo- 
siase der Haut bzw. zur Behandlung pathologischer Zustande der Haul bestimmt und 

b) als wirksam befundene Wirksiofte mil kosmetisch und phannakologisch geeigneien und vertraglichen Tragem 
vcnnischi. 



Tabellen 



Tabelle 6 



Nr. 


Taa Seauence 


rel. 
Expr. 


signific. 


UniGene 


Beschreibuna 






In 
Haut 




Acc.-Nr. 




1 


ATCCGCGAGGC 


45,00 


63,99 


Hs.180142 


CLSP Calmodulin-like skin protei 














3 


TAAACCTGCTG 


110,00 


150,08 


Hs. 99923 


lectin, galactoside-binding, soluble, 7 


4 


GATGTGCACGA 


216,00 


289,47 


Hs.1 17729 


keratin 14 (epidermolysis bullosa sim- 

r>|pY r^^\Ayi inn- KA 


0 


A^ATTTrAAAO 


iai nn 




Ue POftOft 

ns.ouozo 


rvcraun i lepiuei moiyiic nyperKeraiosiS) 


o 


1 1 1 vj 1 AunovjA 


Q7 nn 


A7 Q7 




Kaianin pou \r\ i nasc-coniaininyj suounii 
A 1 


7 


ACCTCCACTGG 


139,00 


214,56 


Hs.1 12457 


ESTs 


8 


AA 1 U 1 1 Cj 1 1 lU 


Q«J Art 

yo.uu 


1 10, z** 


ns. ozoho 


CQTe 
CO 1 S 


9 


GAAAACAAAGT 


467,00 


100,00 


Hs.99936 


keratin 10 (epidermolytic hyperkeratosis; 
Keratosis 


10 


r*'Tr > r**rr* a 
GCCCCTCjU 1 GA 


<i A q on 


loi ,oy 


ns. lyooou 


Keraun o (eptuermoiysis uuuosa simplex, 
Dowling-Me 


1 1 




or nn 


OZ, ID 


Ue 1Q4R7Q 


win i i muuciDic siynaiing pa in way pro* 


1 i. 


PAPAATAAAT^ 
o AUAA 1 AAA 1 <J 


q nn 


(U t OO 


Ue 1 ^7*5fi 

ns. i ot 000 


DKF2d434A132 ffrom clone DKF 

Lm/ \ \ 1 L^rT^Tn 1 w4 ^11 Will wlwl Iw L/INI 




APTAPPATAAP 


7 no 


ft OR 


He. 57Q9Q 
no. «j r 


elrfr ^nrncftrihilfl\ hnmnlno *^ 

9111 \wl VJO \J\Ji 1IIO/ IIUIIIWIw^ w 


1 A 


ATTfiTAAATA 


7 00 


8 06 


Hs 55279 


nrot^asp inhibitor 5 fmasnin^ 


1 0 




on 




He. 65424 


fptranpr'tin ^nifl^minnnpn-Kinriinn nrrtfpin^ 

Iwll Ol ICWlll 1 ^tuOIIIII lU^CII Lsll Iwll ly pi wlvll 1^ 


I D 


rp Af*PAPf5PTT 

uv/MuvAbOv I 1 


1 fi 00 




He 285275 


F£Tc Morlpratplv e^imilAr to 

ALU7 HUMAN ALU SUBFAMILY 


17 


CCCCGGCCACC 


42,00 


44,79 


Hs.279604 


(Manual assignment) desmin, muscle 
intermediate fila 


18 


TGAAATAAAAG 


12,00 


12.90 


Hs.48516 


ESTs 


19 


ACTGAGTAGGT 


4,00 


4,39 


Hs.38095 


ATP-binding cassette, sub-family A 
(ABC1), member 8 


20 


ATCCTTGCTGA 


26,00 


26,12 


Hs.2621 


cy stat in A (stefin A) 


21 


CAGCCTGGGTG 


5,00 


5.10 


Hs.171941 


ESTs 


22 


GATATGTTATA 


5,00 


5.10 


Hs.1 17938 


collagen, type XVII, alpha 1 


23 


TGGCTTCATCA 


4,00 


4,10 


Hs.646 


carboxypeptidase A3 (mast cell) 


24 


CCTGTAACACC 


3,00 


3,09 


Hs.74304 


periplakin 


25 


CCCCGGAGGTC 


3,00 


3,09 


Hs.47913 


coagulation factor X 


26 


AGATCAGTTGA 


3.00 


3.09 


Hs.1 91 805 


ESTs 


27 


CCCTCAGCACC 


9,00 


8.78 


Hs.87268 


annexin A8 


28 


CTTTATTCCAG 


49,00 


45,24 


Hs.1 72928 


collagen, type I, alpha 1 


29 


TCCACTGGCCT 


23,00 


21.32 


Hs.57548 


ESTs 


30 


CACGCAGTGGC 


5,00 


4.85 


Hs.245545 


EST 



35 



9 
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31 


TACATTATATA 


3 00 

w | w w 




no. i yoooz 


TIDUlin £ 


> 


32 


ATGGATACGGG 


in no 


Q 0^ 




(Manual assignment) unclear, probably 

r£v/prs£ fact a 

i wv ci ww lay \J 




33 


CCGGGGGAGCC 


43,00 


36,36 


Hs 172928 






34 


CAGI 1 1 1 1 1 IC 


2,00 


1,84 


Hs.99597 


ESTs 




35 


GTGGATTCAAG 


2 00 

^ , ww 


1 84 


Hs 93847 


ninurn UAiuaSc 


10 


36 


TGTCTGTGTGT 


2 00 




He Q^7^Q 


Co 1 S 


37 

W f 


TCTACACGTGC 


9 00 


1 RA 


Me 


properain r racior, complement 




38 

w w 


GAAATGGCAGT 


9 00 




We ^ORs;^ 

rlo.OUOOw 


CCTe 
Co 1 5 


15 


39 


ACGAAACCTCG 


2 00 

&| WW 


1 84 


Hs 285785 


COL05594 




40 


GGCAATGCAGT 


2,00 


1 84 


Hs 275505 

■ IWtC> 1 wwww 


ESTs 

Lv 1 w 




41 


CCI 1 1 lUAGGA 


2,00 


1.84 


Hs.25930 


ESTs 




42 


CCTCTTTAACA 


2 00 


1 84 


Hs 25750 

1 Id.bJ 1 ww 


1 w 


20 


43 


TATCTAGCTGC 


2,00 


1.84 


Hs.241545 


hypothetical protein 




AA 


ol/ 1 o 1 AM 1 LrU 1 


^,UU 


1 ,04 


nS.241 oo2 


tumor necrosis factor (ligand) super- 
family, member 1 


25 


A C 




2,00 


1,84 


nS.2359o 


CREB binding protein (Rubinstein-Taybi 
syndrome) 




AC 


UuO Noll 1 AA 


1 Art 

2,00 


4 Oil 

1,84 


HS.1oU39o 


LIM domain-containing preferred 
translocation partne 


30 


A7 


oOAOALfMC/U 1 o 


2,UU 


1,84 


MS.l / 1 14o 


COT (A/ahLIi ■ ; t t ___ _. x _ A| iid i ii inn am 

EST, WeaKly similar to ALU1 HUMAN 
ALU SUBFAMILY J SE 




W 1 vOAO 1 vOOU 


9 on 


1,04 


no. lOOOr I 


inieneuKin-i ouperramiiy z 




49 


GAGGTCAGTTG 


2,00 


1,84 


Hs.151696 


DKF2P727G051 protein 




^n 

OU 




o on 




Me IIAiQA 


uisioi-iess nomeo dox o 


35 


V? 1 




1 ^ on 


1 1 ^0 


Mc 1 17005 
no. I I / UUg 


sialic acia oinaing ig-iiKe lectin o 


52 


AATCTAGTTCT 


22.00 


33,72 


Hs.251440 


Human profilaggrin gene exons 1-3, 5' 
end 


40 


Ow 


AA^PTAATAAA 
AAoU 1 AA 1 AAA 


q nn 


7 fid 

/ ( oy 




prostaglandin-endoperoxide synthase 1 
(prostaglandin 




TGTGCGGCTTC 


C Art 

5,00 


4,43 


HS. 162196 


hypothetical protein FLJ20321 




55 


CAGGTTTCATA 


Art 


54,72 


Hs. 24395 


small inducible cytokine subfamily B 
vwys-A-oysj, me 


45 


od 


viol 1 vn 1 U 


7 nn 


5 Oft 


Me IP^flftA 
nS. 1 OOOOU 


nypotneticai protein rLJ20277 


57 


ATAGCACGTGC 


3.00 


2.66 


Hs.277329 


ESTs, Weakly similar to ALU5_HUMAN 

Al I 1 CI IDCArA/lll v cr 
MLU OUorMlViILT oU 




Do 




*a aa 


£,00 


Me 0<^AA*30 
nS.lDvOww 


to 1 S 


50 


59 


ACTTATTATGC 


29,00 


23.46 


Hs.76152 


decorin 


en 
DU 


U 1 1 vjLAo I 1 


c An 




Me 07A1O 


Die* 

KIS 




61 


CATCTGTACTC 


14,00 


11,49 


Hs. 180255 


major histocompatibility complex, class 
ii, OR beta 


55 


0/ 




4 Q Art 

1 o,uu 




Me ft^^OI 


cysxatin c/tvi 


63 


AGGCAGGAAAA 


5,00 


4.09 


Hs. 133081 


ESTs, Weakly similar to hypothetical 

nrrtioin fW sani 


60 


64 


AATTGAAAAGG 


10,00 


7.94 


Hs. 78344 


myosin, heavy polypeptide 11, smooth 
muscle 


65 


CTTTAAAATGA 


3,00 


2,50 


Hs.8217 


stromal antigen 2 




66 


TGTGCCAGTTT 


3,00 


2,50 


Hs.53358 


ESTs, Weakly similar to ALU8 HUMAN 
ALU SUBFAMILY SX 



6i 
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67 


AGTAGCTGGGA 


3,00 


2,50 


Hs.224534 


EST, Weakly similar to alternatively 
spliced product 




68 


CCTCTGTCTCC 


3,00 


2,50 


Hs.161031 


Homo sapi ns mRNA; cDNA 
DKFZp434K0322 (from clone DK 




69 


AACATTTAGGA 


3,00 


2,50 


Hs. 138380 


KIAA0624 protein 




70 


CAATAAAATTT 


3,00 


2,50 


Hs. 137569 


tumor protein 63 kDa with strong homol- 
ogy to p53 




71 


GCCGCTCAAGG 


3,00 


2.50 


Hs. 126064 


ESTs 


10 


72 


CCTGGTCAAGA 


2,00 


1.68 


Hs.95972 


silver (mouse homolog) like 




73 


CCACCGCAGGA 


2,00 


1.68 


Hs.85112 


insulin-like growth factor 1 (somatomedia 
C) 




74 


ACACTTCTCAA 


2,00 


1,68 


Hs.75652 


glutathione S-transferase M5 


15 


75 


CCTCTCTGGTC 


2,00 


1,68 


Hs.56874 


heat shock 27kD protein family, member 
7 (cardiovasc 




76 


GCATATCTGTG 


2,00 


1.68 


Hs.5459 


K1AA1436 protein 




77 


AGCTGTGATGG 


2,00 


1,68 


Hs.249983 


ESTs 


20 


78 


GCTAACTTAAA 


2,00 


1.68 


Hs.20787 


ESTs 




79 


CCTTGAAATCA 


2,00 


1.68 


Hs.183161 


ESTs 




80 


CTTTATCAATA 


2,00 


1,68 


Hs.166017 


microphthalmia-associated transcription 
factor 


25 


81 


ACAGCCCTGAT 


2,00 


1,68 


Hs. 163593 


ribosomal protein L18a 




82 


GATACTCAGAA 


2,00 


1.68 


Hs. 144726 


ESTs 




83 


GCCTGGGAGAC 


2,00 


1.68 


Hs.1 18346 


ESTs 




84 


TGGGTGGTGGT 


13,00 


10.06 


Hs.82712 


fragile X mental retardation, autosomal 
homolog 1 


30 


85 


AGCTACCACAG 


9,00 


6.87 


Hs. 169886 


tenascin XB 




86 


ACAGCGGCAAT 


69,00 


49.04 


Hs.74316 


desmoplakin (DPI, DPJI) 




87 


GTAAAATCCCA 


3,00 


2.36 


Hs.278623 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


35 


88 


CACTTGTAATC 


3,00 


2.36 


Hs.268488 


KIAA1185 protein 




89 


CTTGTAGTTCC 


3.00 


2.36 


Hs.1 55983 


KIAA0677 gene product 




90 


GGGI I I ICIGG 


3,00 


2.36 


Hs. 153703 


ESTs, Moderately similar to 
DHSA HUMAN SUCCINATE DEH 


40 


91 


CAGCAGAACTG 


3,00 


2.36 


Hs.1 17582 


CGI-43 protein 




92 


CCAC AG GAGAA 


81,00 


56.23 


Hs.1 69902 


solute carrier family 2 (facilitated glucose 
transpo 


45 


93 


ATAGCCAGGGA 


4,00 


3.02 


Hs.95582 


SRY (sex determining region Y)-box 20 




94 


GTACAAAAGTA 


4,00 


3,02 


Hs.9552 


binder of Arl Two 




95 


TCACAGGGTCC 


4,00 


3.02 


Hs.77886 


lamin A/C 




96 


TTCTGTGTGCC 


4,00 


3.02 


Hs.58715 


ESTs 


50 


97 


TAGCCGGGACG 


10,00 


7.22 


Hs.1 07740 


Kruppel-like factor 2 (lung) 




98 


ATCACACAGCT 


6,00 


4.44 


Hs.79386 


leiomodin 1 (smooth muscle) 




99 


ATCTCGAAAGG 


8,00 


5.84 


Hs.1 0784 


hypothetical protein FLJ20037 




100 


GACCCAACTGG 


2,00 


1.54 


Hs.89575 


CD79B antigen (immunoglobulin- 
associated beta) 


55 


101 


CACAGGGAGGA 


2,00 


1,54 


Hs.84753 


KIAA0246 protein 




102 


CAGCTGGCCCA 


2,00 


1.54 


Hs.79732 


fibulin 1 




103 


GAGGGCTTTGC 


2,00 


1.54 


Hs.78183 


aldo-keto reductase family 1 , member C3 
(3-alpha hyd 




104 


GTGAGCCAAGA 


2,00 


1,54 


Hs.75410 


heat shock 70kD protein 5 (glucose- 





65 
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reoulated Drotein 




105 


TACCCCAAAAA 


2,00 


1,54 


Hs.6449 


hypothetical protein FLJ20542 


s 


106 


CAGGATGCTTG 


2,00 


1,54 


Hs.56729 


lymphocyte-specific Drotein 1 


107 


AGTGTGTTGCA 


2,00 


1,54 


Hs.56105 


ESTs, Weakly similar to WDNM RAT 
WDNM1 PROTEIN PRECU 




108 


AGGACCTGAAG 


2,00 


1.54 


Hs.32352 


hypothetical protein DKFZd434K1210 


10 


109 


ATTCTGGTCAT 


2,00 


1 54 

1 | w~r 


Hs.1 8878 


ESTs Weaklv similar to dJ876B10 4 

w p W| » w w ui\i y will 1 1 i vl 1 I www * w 1 V«™ 

[H. sapiens] 




110 


CC Mil GGGAG 


2,00 


1 54 


Hs. 186600 


ESTs 




111 


CGGTTCATACA 


2 00 

WW 


1 54 


Hs. 169487 


Kreisler f mouse) maf-related leucine 

»»»W»»»IWI ^l<«WWi«W/ * 1 USB 1 1 W Id Wx^l ICUVII IC 


IS 












zipper homolog 


112 


ATGGTGCCACC 


2.00 


1,54 


Hs.161554 


hypothetical protein FLJ20159 




113 


TAATGTTAATG 


2,00 


1,54 


Hs. 153924 


death-associated protein kinase 1 




114 


AGGGCCCTCTG 


2,00 


1.54 


Hs.129014 


hypothetical protein FLJ20207 




115 


GTGGCACGCGT 


2.00 


1.54 


Hs. 11 8243 


deoxyribonuclease II, lysosomal 


21) 


116 


AGCTTGAGTTC 


2.00 


1.54 


Hs.1 17582 


CGI-43 protein 




117 


GTGGGGCCAAG 


7.00 


5 08 


Hs.24194 


folate receotor 2 ffetaH 




118 


GTGAAGCCTCA 


5.00 


3.67 


Hs.271823 


ESTs 


25 


l 1 57 


ACCAGACAGAC 


3 00 


2 23 

<£.,^w 


Hs 7882 


ESTs 


120 


GTGAAACTCTT 


3.00 


2.23 


Hs.29759 


RNA POLYMERASE 1 AND TRAN- 

OL*ir\l™l rxCLCnOu rnVv 1 \Jr\ 




121 


ATTTCCATTAA 


3.00 


2.23 


Hs 284126 


hairless (mouse) homolog 


M) 






^ fin 




He 971 R97 


co 1 5, ivioQcrwieiy similar 10 
ALU7 HUMAN ALU SUBFAMILY 




123 


Gill IGCCCAC 


3,00 


2.23 


Hs.151407 


cartilage intermediate layer protein, 
nucleotide ovr 


:\s 


124 


GCCCACACAGC 


8,00 


5.71 


HS.1690 


heparin-binding growth factor binding 

nmtpin 




125 


TTTCCTCTCAA 


38,00 


25.30 


Hs.1 84510 


stratifin 




1 ZD 




n nn 


o,o*? 


Ue I^R^QO 
no. R03\JU 


CO I 9, VVCdMy wlilllldi lu nrtuOOHO__ 1 
oivi wu'v [n. oa|jici io 


40 


107 






A £U 
o, o*» 




protein 




1 d.O 




S 00 




Hs 286202 


Homo ^anipn<; rDMA Fl I11*^4fi fic Hnnp 
PLACE1010900 


AS 


19Q 

1 


GTGGCGAATGA 


12 00 

1 &,ww 


18 26 


Hs 69752 

1 IW.WV' Wfc 


desmocollin 1 




1 


TGTGAAGCCTT 


12 00 


18 26 


Hs.5476 


serine orotease inhibitor Kazaf tvop S 




131 


TCAGACTTTTG 


9,00 


6.10 


Hs.5889 


ESTs, Weakly similar to AC004876_5 

similar to oredic 


50 




ATTTCTTCAAG 


9 00 

w, ww 


6 10 


Hs 31386 

1 IWi V 1 WWW 


ESTs Hiahlv similar to JE01 74 frizzled 
protein-2 - 




1 


GAATTATACTT 


10 00 


6 73 


Hs 104800 


hvDothetical Drotein FLJ10134 

1 IV WW VI lv VIVO 1 Wl W\W III 1 WW 1 W • ^^lr 


55 


1 w*f 


TCTGGGGAACA 


3.00 


2,12 


Hs 1 84390 


similar to asoartate beta hvdroxvlase 
(ASPH) 




135 


GCAAAAACCCG 


3.00 


2,12 


Hs.184109 


ribosomal protein L37a 




136 


AATGTTGTGCA 


4.00 


2.78 


Hs.91546 


cytochrome P450 retinoid metabolizing 
protein 


ft) 


137 


ACAATGTTGTA 


2,00 


1.43 


Hs.7678 


cellular retinoic acid-binding protein 1 




138 


CGAGAGTGTGA 


2,00 


1.43 


Hs.58210 


ESTs 




139 


GTATAAAAAAA 


2.00 


1.43 


Hs.27337 


hypothetical protein FLJ20623 
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140 


AGGTCGAGGCT 


2,00 


1,43 


Hs.270125 


ESTs 




141 


CCCGGCCCAGT 


2,00 


1,43 


Hs.243324 


EST, Weakly similar to ALUA HUMAN 
WIALU CLASS A W 




142 


TTGACCCAGCC 


2,00 


1,43 


Hs. 193745 


ESTs 


> 


143 


TATTTTATTTG 


2,00 


1,43 


Hs. 189999 


purinergic receptor (family A group 51 




144 


GCATCATAGGT 


2,00 


1.43 


Hs. 1841 08 


ribosomal protein L21 (gene or pseu- 
dogene) 




145 


TACCGCTCCCT 


2.00 


1.43 


Hs. 172803 


Homo sapiens mRNA; cDNA 
DKFZp434G2416 (from clone DK 


10 


146 


CTCCTGTGGTC 


2,00 


1,43 


Hs. 169851 


ESTs, Weakly similar to ALU4 HUMAN 
ALU SUBFAMILY SB2 




147 


GGTGTCTCCTC 


2,00 


1.43 


Hs. 146038 


ESTs 


13 


148 


CAATCTTGTGA 


2,00 


1.43 


Hs. 104353 


ESTs 




149 


CCTACAAAAAA 


1,00 


0,69 


Hs. 98288 


ESTs 




150 


TGTGCCCAGCC 


1,00 


0,69 


Hs.97905 


ovo (Drosophila) homolog-like 1 




151 


GATGGGGACAG 


1,00 


0,69 


Hs.92195 


ESTs 


20 


152 


TAAAAATATTG 


1,00 


0,69 


HS. 89695 


insulin receptor 




153 


TTTAAGTTAGG 


1,00 


0,69 


HS. 82932 


cyclin 01 (PRAD1: parathyroid 
adenomatosis 1) 




154 


GTATATGTATT 


1,00 


0,69 


Hs.7917 


DKFZP564K247 protein 


25 


155 


CTAAAGTGTCA 


1.00 


0.69 


Hs.7910 


RING1 and YY1 binding protein 




156 


AATTTGGCTTT 


1,00 


0.69 


Hs.7734 


Homo sapiens cDNA FLJ20684 fis, clone 
KAIA3469 




157 


CCGTGGCACCA 


1,00 


0,69 


HS.77208 


ESTs 


30 


158 


AGCACCCTTGT 


1,00 


0,69 


Hs.75871 


protein kinase C binding protein 1 




159 


CCTTTGAGAGC 


1,00 


0,69 


HS.71791 


hypothetical protein 




160 


TAAATGTAAAT 


1,00 


0.69 


Hs.64096 


KIAA0427 gene product 




161 


TACAGACATAC 


1,00 


0,69 


HS. 63984 


cadherin 13, H-cadherin (heart) 


35 


162 


GTAGCATTTGC 


1,00 


0,69 


Hs.63302 


myotubularin related protein 3 




163 


AAGTAGGTTTT 


1,00 


0,69 


Hs.50216 


zinc finger protein (ZFD25) 




164 


ATCACTCCCCA 


1,00 


0,69 


Hs.37058 


calcitonin/calcitonin-related polypeptide, 
alpha 


40 


165 


TAGGCAGACCT 


1,00 


0,69 


Hs.35488 


ESTs, Moderately similar to 
ALU6 HUMAN ALU SUBFAMILY 




166 


GCCTGGCCAGG 


1,00 


0,69 


Hs.3343 


phosphoglycerate dehydrogenase 




167 


GTCATCTTGTT 


1,00 


0,69 


Hs. 32366 


ESTs, Moderately similar to 
TWST HUMAN TWIST RELATED 


45 


168 


CTCAACAACCA 


1,00 


0,69 


Hs.30036 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 




169 


TTATATTAATA 


1,00 


0,69 


Hs. 29205 


alpha integrin binding protein 63 


50 


170 


GATTAAACCTT 


1,00 


0,69 


Hs.287357 


ESTs, Moderately similar to meningioma- 
expressed ant 




171 


G ATGG AG GTTA 


1,00 


0,69 


HS.285224 


ESTs. Weakly similar to unnamed pro- 
tein product [H.s 


55 


172 


TACAGGCGTGG 


1,00 


0,69 


Hs.283329 


ESTs 




173 


TGTGTGTGTAT 


1,00 


0,69 


Hs.278676 


Homo sapiens mRNA; cDNA 
DKFZp434J1630 (from clone DK 




174 


GGTGCCTGTAA 


1,00 


0,69 


Hs.278425 


ESTs, Weakly similar to ALUC HUMAN 
!!!! ALU CLASS C 


fill 


175 


AAGTTGTGGCC 


1,00 


0,69 


Hs.278242 


tubulin, alpha, ubiquitous 
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176 


ACAGGAGCGTT 


1,00 


0.69 


Hs.275896 


EST 




177 


ATGCCTACTCT 


1,00 


0,69 


Hs.274834 


EST 




178 


AGCACAATCTT 


1,00 


0,69 


Hs.274128 


Homo sapiens cDNA FLJ10131 fis. clone 
HEMBA1 003041 




179 


Gl ICIGI I IGG 


1,00 


0,69 


Hs.271040 


ESTs 




180 


TTGTGATTATA 


1,00 


0,69 


Hs.26320 


TRABID protein 




181 


TATGCAGATCA 


1,00 


0,69 


Hs.254948 


ESTs 


10 


182 


GTTGAGGACAT 


1,00 


0.69 


Hs. 250520 


ESTs 




183 


GCCAGTGGCTG 


1,00 


0.69 


Hs.249720 


ESTs 




184 


GCAGATCTTTC 


1,00 


0.69 


Hs.248623 


EST 


15 


185 


TTGAAACTTCT 


1,00 


0.69 


Hs. 242481 


ESTs 


186 


CAAAAAGTTGA 


1,00 


0.69 


Hs.241425 


DKFZP58601422 protein 




187 


CTCCATTCTCA 


1,00 


0.69 


Hs.23803 


Homo sapiens mRNA; cDNA 
DKFZp434M2217 (from clone DK 


20 


188 


GCCACAGCTGG 


1,00 


0,69 


Hs.23565 


ESTs 




189 


GGGAAAGAAGG 


1,00 


0.69 


Hs.233193 


EST 




190 


CAAAAGAATAA 


1,00 


0.69 


Hs.233013 


EST 




191 


TAACAGTAATA 


1.00 


0.69 


Hs.231913 


ESTs 




192 


TGCCTAGGAAA 


1,00 


0.69 


Hs.226356 


Homo sapiens mRNA; cDNA 
DKF2p586F1922 (from clone DK 




193 


CCCTAGGAGAC 


1,00 


0,69 


Hs.217484 


ESTs 




194 


GGGTTGTTGTA 


1,00 


0.69 


Hs.211258 


ESTs 


30 


195 


AACCCCCAAAC 


1,00 


0.69 


Hs.207181 


ESTs 


196 


cm mem 


1,00 


0.69 


Hs.204917 


EST 




197 


TGGGAATTGTG 


1,00 


0,69 


Hs.203750 


EST 




198 


CATTCCAGCCT 


1,00 


0.69 


Hs. 201 306 


ESTs 


3S 


199 


GCTGGAGTGCA 


1,00 


0.69 


Hs. 195484 


Homo sapiens mRNA full length insert 
cDNA clone EURO 




200 


GAAGGCCAGCT 


1,00 


0.69 


Hs. 194624 


ESTs 


40 


201 


ACGTATTTGAG 


1.00 


0,69 


Hs. 193488 


Homo sapiens mRNA; cDNA 
DKFZp43401521 (from clone DK 


202 


TAATTTAAACC 


1,00 


0.69 


Hs. 18800 


hypothetical protein FLJ20281 




203 


CTAAATGTGAA 


1,00 


0,69 


Hs.181163 


high-mobility group (nonhistone chromo- 
somal) protein 


45 


204 


CCTGGCTCTAA 


1,00 


0.69 


Hs. 178705 


Homo sapiens cDNA FLJ1 1 333 fis, clone 
PIACE1010616 




205 


CTGTCCTTGTT 


1,00 


0.69 


Hs.1 76333 


ESTs 


50 


206 


CAATATTTGAG 


1,00 


0.69 


Hs. 174030 


a disintegrin and metalloproteinase 
domain 28 


207 


CAATGGATGGC 


1,00 


0.69 


Hs. 170673 


ESTs, Weakly similar to AF 126780 J 
retinal short-cha 




208 


GTCCTTGACCA 


1,00 


0.69 


Hs. 170524 


ESTs 




209 


GCAATGACCTG 


1,00 


0.69 


Hs.1702 


interleukin 9 receptor 


55 


210 


TCCTAATTCAG 


1.00 


0.69 


Hs. 1701 62 


KIAA1357 protein 




211 


TTAATGATCTT 


1,00 


0.69 


Hs. 165240 


ESTs 




212 


TTAAGTGTTCT 


1,00 


0.69 


Hs.1 59239 


toll-like receptor 4 


M 


213 


TGAAGCGTTTA 


1,00 


0.69 


Hs. 155693 


protein tyrosine phosphatase, non- 
receptor type 21 




214 


GTGGAGCTTAA 


1,00 


0.69 


Hs.1 52385 


ESTs 




215 


GAGACTGGGGC 


1,00 


0,69 


Hs.1 42854 


ESTs 
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216 


GTGGTACTCGC 


1,00 


0.69 


Hs.141840 


ESTs, Weakly similar to S59501 inter- 
feron receptor J 


217 


TGCAGTGCTTG 


1,00 


0,69 


Hs.141660 


chloride channel 2 


218 


AGCTTATTGGC 


1,00 


0,69 


Hs. 137732 


KIAA1098 protein 


219 


ACTTCTGCTTA 


1,00 


0,69 


Hs. 13740 


ESTs 


220 


GATAGAAATTT 


1,00 


0.69 


Hs.131987 


ESTs 


221 


TTTGACTAATT 


1,00 


0.69 


Hs.131761 


ESTs 


222 


TCAAAATGACA 


1,00 


0.69 


Hs. 131 272 


ESTs 


223 


CCAGCTAGTTT 


1,00 


0.69 


Hs. 128692 


ESTs 


224 


TAGAGGAGTTG 


1,00 


0.69 


Hs. 12581 5 


ESTs 


225 


GGGAAACACCA 


1,00 


0,69 


Hs.123471 


EST 


226 


GAAATGAGTGT 


1,00 


0,69 


Hs.1200 


arachidonate 12-lipoxygenase 


227 


ATCTTGGTACT 


1,00 


0.69 


Hs.1 18162 


fibronectin 1 


228 


CATATCATCTC 


1.00 


0.69 


Hs.118130 


ESTs 


229 


ATGTGAC I I I I 


1,00 


0,69 


Hs. 117582 


CGI-43 protein 


230 


CCACTGTAAGC 


1,00 


0,69 


Hs. 11 7582 


CGI-43 protein 


231 


TATAAGGCTGA 


1.00 


0.69 


Hs. 114547 


ESTs, Weakly similar to ZN84 HUMAN 
ZINC FINGER PROTE 


232 


GCCACTGCCAC 


1.00 


0,69 


Hs. 112405 


S100 calcium-binding protein A9 (cal- 
granulin B) 


233 


TGAGG CC AGGG 


1 00 


0,69 

w, wv 


Hs.110128 


hypothetical protein FLJ10060 


234 

£. W"T 


GTTTATTTGAA 

III / » III W 1 


1,00 


0 69 

W l ww 


Hs. 109087 


ESTs 


235 


AAAATTGTTAG 


1,00 


0.69 


Hs. 10760 


hypothetical protein FLJ20129 


236 

£. wW 


GTGATGGGCTC 


9,00 


5.88 


Hs.25482 


envoplakin 


237 


AGGCTCCTGGC 


52,00 


31.57 


Hs.24395 


small inducible cytokine subfamily B 
(Cys-X-Cys), me 


238 


AACAGCAAGGA 


5,00 


3.33 


Hs.20665 


ESTs 


239 


CCACGGGATTC 


14,00 


8.79 


Hs. 119571 


collagen, type III, alpha 1 (Ehlers-Danlos 
syndrome 


240 


GA1 I ICtil l l l 


4 ( 00 


2.68 


Hs.738 


early growth response 1 


£.H 1 


TAT AG C C CTC A 


4,00 


2,68 


Hs.64311 


a disintegrin and metalloproteinase 
domain 17 (tumor 


?4? 


GTGACACGTGC 


4 00 


2.68 


Hs.282996 


ESTs 


243 


AGCTGTCGTAG 


3.00 


2,02 


Hs.86674 


ESTs 


OA A 


ATTC5I 1 ICAAG 


3,00 


2 02 


Hs.32366 


ESTs, Moderately similar to 
TWST HUMAN TWIST RELATED 


245 


AGACCCTGTCT 


3,00 


2.02 


Hs.239283 


ESTs 


246 


TTGGCAAGGCT 


3,00 


2.02 


Hs. 184720 


ESTs 


247 


ATCATAGCTCA 


6.00 


3.87 


Hs.97876 


ESTs, Moderately similar to 
ALU1 HUMAN ALU SUBFAMILY 


248 


CCTACCACCAT 


11,00 


6.73 


Hs.8468 


RelA-associated inhibitor 


249 


CCAGGGCAACA 


40,00 


23.03 


Hs. 120980 


(Manual assignment) ORF-less transcript 
in MEN1 regi 


2 SO 


TACAGTAI 1 I 1 


2,00 


1,33 


Hs.82921 


solute carrier family 35 (CMP-sialic acid 
transporte 


251 


TGCCAGGTGCA 


2,00 


1,33 


Hs.75442 


albumin 


252 


1 1 1 1 1 IATTCC 


2,00 


1,33 


Hs.327 


interleukin 10 receptor, alpha 


253 


AATA1 1 1 1 IAI 


2,00 


1,33 


Hs.31386 


ESTs, Highly similar to JE0174 frizzled 
protein-2 - 


254 


GAGAACCACCT 


2,00 


1.33 


Hs.30250 


v-maf musculoaponeurotic fibrosarcoma 
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(avian) oncoge 


255 


GACACACCGAA 


2,00 


1,33 


Hs.274243 


r ceptor tyrosine kinase-like orahan 
receptor 1 


256 


GGCTTGTCTAT 


2,00 


1,33 


Hs.23294 


ESTs, Weakly similar to weak similarity 

to hsp9o rc. 


257 


GGCAATATAGT 


2,00 


1.33 


Hs. 194429 


ESTs, Weakly similar to unknown protein 
[H.sapiens] 


258 


AGGATAACTTC 


2,00 


1.33 


Hs. 184482 


DKF2P586D0624 protein 


259 


GATCAATCAGT 


2,00 


1.33 


Hs.16530 


small inducible cytokine subfamily A 
(Cys-Cys). memb 


260 


TTGAATATTAA 


2,00 


1.33 


Hs. 161 554 


hypothetical protein FLJ20159 


261 


TCCTCACTTCA 


2,00 


1,33 


Hs. 158455 


ESTs 


262 


GTTGCAGCATT 


2,00 


1.33 


Hs.147189 


HYA22 protein 


263 


GTGTCTGTCTC 


2,00 


1.33 


Hs. 137432 


ESTs 


264 


GGCCTCTCCGA 


2,00 


1.33 


Hs. 132834 


hematopoietic protein 1 


265 


ACAGAATGCCT 


17,00 


9.96 


Hs.79732 


fibulin 1 


266 


GGGG CTGCCCA 


15,00 


8.82 


Hs. 195727 


tumor endothelial marker 1 precursor 


267 


AAAATCGCTTG 


5,00 


3.14 


Hs.226581 


COX15 (yeast) homolog, cytochrome c 
oxidase assembly 


268 


GTATAAACGTC 


3,00 


1.93 


Hs.237356 


stromal cell-derived factor 1 


269 


CACTTTACCAG 


3,00 


1.93 


Hs. 17001 9 


runt-related transcription factor 3 


270 


TTAATTACAGT 


3,00 


1,93 


Hs. 159640 


serum/glucocorticoid regulated kinase 


271 


TCAGCGACCCT 


4,00 


2.49 


Hs. 169946 


GATA-binding protein 3 


272 


ATGGCACATTC 


4,00 


2,49 


Hs. 14328 


Homo sapiens mRNA; cONA 
DKFZp7620124 (from clone DKF 


273 


AGGCTCAGGTC 


9,00 


13,62 


Hs.78344 


myosin, heavy polypeptide 1 1 , smooth 
muscle 


274 


AACAGGGGCCA 


5,00 


3,05 


Hs.262958 


ESTs, Weakly similar to alternatively 
spliced produc 


275 


CTGAAATCTAT 


5.00 


3.05 


Hs.253467 


ESTs 


276 


GAGAAATCCCG 


5.00 


3.05 


Hs. 150298 


ESTs 


277 


TCAAAAGACCT 


12.00 


6.80 


Hs.25647 


v-fos FBJ murine osteosarcoma viral 
oncogene homolog 


278 


GAAAACAAACA 


2.00 


1.25 


Hs.83004 


interteukin 14 


279 


TGCATCTGTAC 


2,00 


1,25 


Hs.58589 


glycogenin 2 


280 


ATGAAACTCCA 


2,00 


1.25 


Hs.277951 


EST 


281 


TTTATTCCTCT 


2.00 


1.25 


Hs.26290 


ESTs 


282 


GGGAGACCTGT 


2,00 


1,25 


Hs.256115 


EST, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J SE 


283 


CACTATGTAAA 


2,00 


1.25 


Hs.24143 


Wiskott-Aldrich syndrome protein inter- 
acting protein 


284 


TACAGCGGCAG 


2,00 


1.25 


Hs. 20561 6 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


285 


AGTGCCTTGGG 


2,00 


1.25 


Hs. 178604 


ESTs 


286 


CGATGCTGACG 


2,00 


1.25 


Hs. 161 554 


hypothetical protein FLJ20159 


287 


GTGGTGTAATC 


3,00 


1,84 


Hs.261734 


ESTs, Moderately similar to 
ALU7 HUMAN ALU SUBFAMILY 


288 


TATCCCAGAAT 


3,00 


1,84 


Hs.175819 


EST 


289 


TCTAAAAAGGC 


3.00 


1.84 


Hs.16622 


zinc finger protein 185 (LIM domain) 


290 


TCGAAACGCTG 


3.00 


1.84 


Hs. 136528 


ESTs, Moderately similar to 
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ALU1J-IUMAN ALU SUBFAMILY 


291 


AC A I l(JI I I I I 


22,00 


11,94 


Hs.82226 


glycoprotein (transmembrane) nmb 


292 


CTGTTTGTTCA 


8,00 


4,59 


Hs.211582 


myosin, light polypeptide kinase 


293 


CAGTACTGTAT 


4,00 


2.41 


Hs.9295 


elastin (supravalvular aortic stenosis, 
Williams-Beu 


294 


GGTGAAACCCC 


4,00 


2.41 


Hs.284878 


EST 


295 


GCCAAACCCCA 


4,00 


2.41 


Hs.194264 


ESTs 


296 


GCCGACGCCAG 


4,00 


2.41 


Hs. 165565 


ESTs 


297 


GAAGAGGACAA 


5,00 


2.97 


Hs. 120451 


ESTs 


298 


TAAATAAGAAA 


1,00 


0.61 


Hs.99875 


zona pellucida binding protein 


299 


AAAGATCCCTC 


1,00 


0,61 


Hs. 94998 


ESTs 


300 


ATCAAAGGTTA 


1,00 


0,61 


Hs.94795 


Homo sapiens mRNA; cDNA 
DKFZp5640222 (from clone DKF 


301 


GCAAGGTTGGT 


1,00 


0,61 


Hs.94761 


ESTs, Weakly similar to KIAA0561 pro- 
tein [H.sapiens] 


302 


GGGACAAAAAA 


1,00 


0,61 


Hs.93788 


ESTs 


303 


ACTACCTCTGA 


1,00 


0.61 


Hs.92254 


hypothetical protein FLJ20163 


304 


GCTGGGCCCAG 


1,00 


0.61 


Hs. 90964 


Homo sapiens cDNA FLJ20812 fis, clone 
ADSE01316 


305 


CAAAGAAATAG 


1,00 


0.61 


Hs. 88653 


ESTs 


306 


AATACAAGTAT 


1,00 


0.61 


Hs.8707 


KIAA1301 protein 


307 


CTCTGTGGCTC 


1,00 


0,61 


Hs.85112 


insulin-like growth factor 1 (somatomedia 
C) 


308 


TATTTGAAAGT 


1,00 


0,61 


Hs 82664 


ETAA16 protein 


309 


CCCGCCTCCGT 


1,00 


0,61 


Hs.82071 


Cbp/p300-interacting transactivator, with 
Glu/Asp-ri 


310 


TCACCGTAGCC 


1,00 


0,61 


Hs.82042 


solute carrier family 23 (nucleobase 
transporters), 


311 


CCAAAAATTAA 


1,00 


0,61 


Hs.81424 


ubiquitin-like 1 (sentrin) 


312 


ACTCGTATATG 


1.00 


0.61 


Hs.81134 


interleukin 1 receptor antagonist 


313 


TCAAGATGAAG 


1,00 


0,61 


Hs.78948 


Rab geranylgeranyltransferase, beta 
subunit 


314 


CGTCTATCCAT 


1,00 


0,61 


Hs.76084 


lamin B2 


315 


AAAGTGAAATG 


1,00 


0,61 


Hs.75912 


KIAA0257 protein 


316 


TTCTG GTGCTG 


1,00 


0,61 


Hs.75725 


transgelin 2 


317 


CTGGCGTCGTC 


1.00 


0,61 


Hs.75640 


natriuretic peptide precursor A 


318 


GGCTGGGGAGG 


1.00 


0,61 


Hs.75061 


MARCKS-like protein 


319 


TGCCCCCAAAA 


1.00 


0,61 


Hs.74649 


cytochrome c oxidase subunit Vic 


320 


TTTATTGAACA 


1.00 


0,61 


Hs.74649 


cytochrome c oxidase subunit Vic 


321 


CTTTCCTCATT 


1,00 


0,61 


Hs.7381 


voltage-dependent anion channel 3 


322 


TTGGACTGAGG 


1.00 


0.61 


Hs.6518 


ganglioside expression factor 2 


323 


AGCATTAAAAA 


1.00 


0,61 


Hs.61638 


myosin X 


324 


CTGCTTTAAAA 


1,00 


0,61 


Hs. 56023 


brain-derived neurotrophic factor 


325 


TGCTTAAAAAT 


1,00 


0,61 


Hs.5534 


ESTs 


326 


ATGAACCCCCT 


1,00 


0,61 


Hs.5011 


RNA binding motif protein 9 


327 


TGAAACTTCCC 


1.00 


0,61 


Hs.4994 


transducer of ERBB2, 2 


328 


CAAACAAAAAA 


1.00 


0,61 


Hs.43728 


hypothetical protein 


329 


GAGGTAACTAC 


1.00 


0,61 


Hs.43712 


ESTs 


330 


CATTAAAAAAT 


1.00 


0,61 


Hs 36908 


activating transcription factor 1 


331 


CAATGGTGAAA 


1.00 


0.61 


Hs.35093 


lymphoid blast crisis oncogene 
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332 


CTAATGAATGT 


1,0C 


I 0.61 


Hs.29809 


Homo sapiens mRNA; cDNA 
DKF2P434C185 (from clone DKF 


333 


AtiGGC I I 1 CaC 


1,0C 


I 0.61 


Hs.29797 


ribosomal protein L10 


334 


TAACCGTGGAA 


1,00 


0,61 


HS.29647 


uncharacterized hematopoietic 
stem/progenitor cells 


o o c 

335 


TCTCCCACACC 


1,00 


0,61 


Hs.2961 


S100 calcium-bindinq protein A3 


336 


CCTGGATCTCC 


1,00 


0,61 


Hs.28501 


ESTs 


337 


GGCCTGGCACT 


1,00 


0.61 


Hs.283388 


ESTs 


338 


AC 1 1 1 G 1 1 1 1 1 


1,00 


0.61 


Hs.28219 


protein phosphatase 2 (formerly 2A). 
regulatory subu 


339 


GTGACGCCTGT 


1,00 


0,61 


Hs.279361 


EST 


340 


CCATAAGTCCT 


1,00 


0,61 


Hs.279009 


seven in absentia (Drosophila) homolog 


341 


AGCCCCCGCGC 


1,00 


0,61 


Hs.272320 


Homo sapiens mRNA; cDNA 
DKFZp434L1226 (from clone DK 


342 


TATCATCATTC 


1,00 


0.61 


Hs.270877 


ESTs 


343 


TTCCCTGAGCA 


1,00 


0.61 


Hs.26198 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


344 


TAGTCTAAGGC 


1,00 


0.61 


Hs.261782 


ESTs 


345 


ATAGTAGTAAT 


1.00 


0.61 


Hs.258863 


EST 


346 


GAI 1 1 IAAAIG 


1,00 


0.61 


Hs.25333 


interleukin 1 receptor, type II 


347 


CCTGGCTAACA 


1,00 


0,61 


Hs.252124 


ESTs 


348 


CTGTACAGACC 


1,00 


0,61 


Hs.251653 


tubulin, beta, 2 


349 


GGCACCAGAGC 


1,00 


0,61 


Hs. 249614 


EST 


350 


GCGAACTCCGT 


1,00 


0,61 


Hs.248844 


ESTs 


351 


CGCGTCCGTGT 


1,00 


0,61 


Hs.243929 


ESTs 


352 


Gill IGGT1 FA 


1,00 


0,61 


Hs.241336 


Homo sapiens mRNA; cDNA 
OKFZp564G0422 (from clone DK 


353 


enniGccAC 


1,00 


0.61 


Hs.240165 


ESTs 


354 


GTGGGGGGCGC 


1,00 


0.61 


Hs.240031 


EST. Weakly similar to ALU2 HUMAN 
ALU SUBFAMILY SB S 


355 


ICI 1 ICCAACI 


1,00 


0.61 


Hs.22394 


lypothetical protein FLJ10893 


356 


TAGTAGGGCTC 


1,00 


0.61 


Hs.21914 


ESTs 


357 


AGGACATAACA 


1.00 


0.61 


Hs.2 13793 


ESTs 


358 


1 IGI 1 1 IAAGA 


1,00 


0,61 


Hs.211519 


hypothetical protein LOC56757 


359 


GTGGCACATCT 


1,00 


0,61 


Hs.208925 


ESTs, Weakly similar to alternatively 
spliced produc 


360 


cacattGaggc 


1,00 


0.61 


Hs.207122 


EST 


361 


AGGCTAGCACT 


1,00 


0,61 


Hs.206259 


Homo sapiens mRNA for KIAA1 190 
protein, partial cds 


362 


CCCCTGCCCTC 


1,00 


0,61 


Hs.203317 


EST 


363 


TTGTCTCTTGA 


1,00 


0,61 


Hs.20104 


ESTs 


364 


TGGGTACACTG 


1,00 


0.61 


Hs.200030 


ESTs. Weakly similar to ALUB HUMAN 
HI ALU CLASS B 


365 


GGCAGTGGTAA 


1.00 


0.61 


Hs.197075 


ESTs 


ODD 


UA I AAA 1 is 1 1 A 


1,00 


0,61 


Hs. 19479 


ESTs 


367 


AGATTACCCAC 


1,00 


0.61 


Hs. 1921 55 


ESTs 


368 


ACTGGCTCAGG 


1,00 


0.61 


Hs.190719 


ESTs 


369 


CTTGTAGTCTC 


1,00 


0.61 


Hs. 189073 


ESTs 


370 


AGCCCAGCTGG 


1,00 


0.61 


Hs.18857 


ESTs 
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371 


GAGGGCAATCT 


1 00 


0 61 


Hs 186753 

119. 1 WW f WW 


co i s, vveaKiy similar io ALU! nUlvlAN 
Al LJ SI JRPAMII Y 1^ 


372 


CTGAAACAGGA 


1 00 


0,61 


Hs 183601 

1 lw, 1 WWWW ■ 


rpnulatnr nf f^-nrntoin c in no Minn 1fi 
icvjuioiui ui o-piuictn wiynaiiiny ID 


373 


GCCCTACCTGC 


1,00 


0,61 


HS. 182740 


ribosomal protein S1 1 


374 


GCCAACGGCGT 


1,00 


0,61 


Hs 181002 

• Itf • 1 W 1 WWfc 


MLL SAntin-likp fusinn /MHTF- nnn 
i»i^u wc^iii i~iif\c? luoiuii ^mv i c. non* 

standard symbol an 


375 


GTAAAGATGAA 


1,00 


0,61 


Hs 175941 


B*C6ll recpntor-assfkriatprl nrotoin RAP^Q 

w veil I CV/C|JIUI "aooUvldlCU \Jl Uldl 1 Dnr 


376 

W I w 


GGGGTAATTTT 


1 00 

1 | WW 


0 61 

w , W l 


Hs 173497 

1 1 w • 1 f w« w 1 


Sec?3 ^S rprpv;kiap\ hnmnlnn P 
wcttw \ vJ . wCICVIwlclCJ iiuiiiuiuy D 


Off 


AGGACAATGAA 


1 00 


0 61 


Hs 173135 


Hi ial-C AOr*ifir*if\i furnetna / V\ 

uudi'bpcciTiciiy iyrosine-^T j- 
nhnsnhnrvlsation rpnula 


378 


TTTGCACTTTT 


1,00 


0,61 


Hs.167114 


ESTs, Highly similar to AF070470.1 
SPARC-related nro 


379 

w f w 


CTGAAGTGCAG 


1,00 


0,61 


Hs 166609 

1 Iwi 1 WW WWW 


ESTs 


380 


CCCATTCAGTC 


1 00 

1 1 WW 


0 61 

W,W 1 


Hs. 161 554 


hvDOthetical Drotein FLJ20159 

■ ■ J W Wl lw tlVU 1 W Iv 1 1 1 1 ^w**w 1 WW 


381 


TAATGTTCTCA 


1,00 


0 61 

W,W 1 


Hs. 160271 


G Drotein-couDled receotor 48 

• w tv » • i wwwwiww i wwvpivl 


382 


GTTTCTGCAGA 

ill i wnwn 


1 00 

1 |WV 


0 61 

W,W 1 


Hs 159642 

1 1 w • 1 Ww W^fc. 


olucosaminvl ^N-Arj^twh trpnsfpraso 1 

^ivjwwoai nn lyi ^iN'awCiyiy ll al loici doo I, 

core 2 (beta- 


3fi3 

www 


GCAGATTCTCA 


1 00 

1 , WW 


0 61 

W,W 1 


Hs 157716 

1 19. Iwi 1 1 w 


ESTs 




fV^AATf^Af^ftft 


1 no 


0 fi1 


H« 1^64S? 
no. 1 wwHjt 


F^Ts 
CO I a 


385 


GAGAGGAACTA 


1,00 


0,61 


Hs. 153523 


ESTs 


OOO 




l ,UU 


n ci 


ns.i ozyzo 


iMMAizoo protein 


387 


CTCCAGCCTGG 


1,00 


0,61 


Hs.145331 


ESTs, Weakly similar to ALUF.HUMAN 

Mil Al 1 1 PI AQC C 
!!!! MLU wLMOO r 


OOO 


nV5 1 L l<J Inl 1 1 




n £1 


ns. i*»nyug 


F^T« 

CO) 1 v> 




GAGTATTATTT 


1 00 


0 fi1 


H<5 143736 
no. i *tw f ww 


FSTs Wpalflu cimilar tA PPQfl Wl IMAM 

EPIDERMAL GROWTH " 


390 


TACTGTACTCC 

• nv i w i / * w i ww 


1 00 

1 j wW 


0 61 

w , W 1 


Hs 143198 

1 lw. 1 "TW 1 W W 


hvDOthetical nrotein similar to tumor 

i ijfiSwti icuvai piwivii i wiiiiticii iw lUillwf 

suDDressor d33 


391 

WW 1 


AAAATAAAATG 


1 00 

1 i WW 


0 61 

W,w 1 


Hs 142908 


E2F-like Dratein 






1 on 


0 R1 


Hs 13765 
na. i j/ uw 


FSTs 




AAAATAPAnTG 


1 00 

1 ,vw 


0 fi1 


Hs 136433 


FSTs 


394 


CATTTGGCCGG 


1.00 


0,61 


Hs. 136031 


ESTs 


one 
395 


/^AP/^ AOO X/™* A A 

LAboAUU 1 oAA 


i nn 


n ci 
U,o i 


U. 10CQ7H 

ns.i ooy/ 1 


CCTe 
CO 1 S 


one 


Tp A TT A APAAA 
1 UA 1 1 AAUnAA 


1 nn 


n fti 


ns. ioo^du 


CO 1 S 


oy / 


UnU 1 noon 1 An 


1 nn 

1 ,Uw 


n R1 

w t O 1 


no. I w*t w*r I 


F£T^ 

CO 1 5 




www 1 WrtWW 1 WW 


1 00 

1 ,ww 


0 61 

w , 1 


Hs 128514 

no. 1 6UJ i "t 


ESTs 

UW 1 9 


399 
www 


TCTGTATCAAA 


1,00 


0,61 


Hs 1 28408 


ESTs Moderatelv similar to 
ALU1 HUMAN ALU SUBFAMILY 


400 


TGATTTGTGAA 


1,00 


0,61 


Hs. 12282 


ESTS 


401 


AGGATATTGGA 


1,00 


0,61 


Hs.1 17721 


ESTs 


409 


GTGGTACACAG 

W 1 WW 1 ^w/^w^w 


1 00 


0 61 


Hs 117582 

1 IO. 1 1 / wUfc 


CGI-43 orotein 


*tUO 


TTf^PPA^ATT 
1 1 OVJwwMOM 1 1 


1 00 


0 61 


Hs 1 175R9 


wwl^tw LylulCUl 


4U4 


A 1 Iwi lol MU A 


i nn 
1 ,uu 


n A1 


ri5. I l / D£. f 


CO 1 s 




ww 1 1 w 1 1 wooo 


1 nn 

1 ,uu 


0 61 

w,0 I 


Hs 1 17474 


CO 1 9 


406 


TACTGGAAGGC 


1,00 


0,61 

W,W 1 


Hs. 116874 


ESTs, Weakly similar to putative p150 
[H.sapiens] 


407 


GTGGTGGTTGG 


1.00 


0,61 


Hs.1 14408 


toll-like receptor 5 


408 


AGTAATGAAAA 


1,00 


0,61 


Hs.11217 


KIAA0877 protein 


409 


MAGI 1 1 IUCI 


1,00 


0,61 


Hs. 108885 


collagen, type VI, alpha 1 


410 


GCTAATATATT 


1,00 


0,61 


Hs.1 07883 


ESTs 
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411 


TCTTGACTCCC 


1,00 


0,61 


Hs. 107265 


ESTs 


412 


TGTACTTAATT 


1,00 


0,61 


Hs.1 07082 


ESTs, Moderately similar to alternatively 
spliced pr 


413 


CTCAGCAGGAG 


1,00 


0,61 


Hs.1 05489 


ESTs. Weakly similar to AF109127_1 
stromal cell-deri 


414 


GGTACAATCCG 


1,00 


0,61 


Hs. 104557 


hypothetical protein FLJ 10697 


415 


ACTCCAGACCT 


1,00 


0,61 


Hs.1 04350 


ESTs 


416 


GAGAAACTCCG 


9.00 


5,04 


Hs. 184367 


GTPase activating protein-like 


417 


CCCAGAGACCC 


19,00 


10.13 


Hs.21223 


calponin 1 , basic, smooth muscle 


418 


GCAAGAAAGTG 


23,00 


12.05 


Hs. 155376 


hemoglobin, beta 


419 


AAACAATAAAA 


8,00 


12.08 


Hs.229971 


EST 


420 


CGTGGGACACT 


8,00 


12.08 


Hs.1 10196 


NICE-1 protein 


421 


CTGTTCTCTTG 


4,00 


2.33 


Hs.46824 


ESTs 


422 


TAGTTGGAAAA 


33,00 


16,82 


Hs.1 119 


nuclear receptor subfamily 4, group A, 
member 1 


423 


GTGAAAGCCTG 


6,00 


3.35 


Hs.258926 


EST 


424 


TTGGTTTGCTG 


3.00 


1.76 


Hs.284326 


Human clone 23960 mRNA sequence 


425 


CCTGTAATTCA 


3,00 


1.76 


Hs.277331 


EST, Weakly similar to ALU5 HUMAN 
ALU SUBFAMILY SC S 


426 


AAACCCCGTCT 


3,00 


1,76 


Hs.273464 


ESTs. Weakly similar to ALU2 HUMAN 
ALU SUBFAMILY SB 


427 


ATCGCACTACT 


3,00 


1,76 


Hs.1 61 721 


ESTs 


428 


TTGAGGGGGTG 


17.00 


8,86 


Hs.76549 


(Manual assignment) MEMOREC unas- 
signable (probably r 


429 


1 1 IGGI 1 1 ICC 


115,00 


56.20 


Hs.1 79573 


collagen, type I, alpha 2 


430 


ACAAAACCCCG 


7.00 


3,82 


Hs.259505 


EST 


431 


GTGCTCAATAG 


2,00 


1.18 


Hs.8687 


ESTs 


432 


CAACCAGTAAA 


2.00 


1.18 


Hs.79914 


lumican 


433 


AGTTTATGCCC 


2.00 


1.18 


Hs.76591 


KIAA0887 protein 


434 


TTCACATTGTC 


2.00 


1.18 


Hs.285804 


ESTs 


435 


CCTGGCCTAGA 


2.00 


1.18 


Hs.285472 


ESTs 


436 


AAACTGGGAGG 


2.00 


1.18 


Hs.231722 


ESTs 


437 


GCCCGCCTTCT 


2.00 


1.18 


Hs.201292 


ESTs 


438 


TGCAGGTTTGT 


2.00 


1.18 


Hs.1 83800 


Ran GTPase activating protein 1 


439 


CTCAACTTGTA 


2,00 


1.18 


Hs.1 17582 


CGI-43 protein 


440 


1 1 IGCI 1 1 IGI 


10.00 


5.27 


Hs.234642 


aquaporin 3 


441 


TAAATGAAAAA 


3.00 


1.69 


Hs.82120 


nuclear receptor subfamily 4, group A. 
member 2 


442 


GCCCCCTTCCT 


3,00 


1.69 


Hs.212680 


tumor necrosis factor receptor super- 
family, member 1 


443 


CCTGTAATTGC 


3.00 


1.69 


Hs.1 81464 


ESTs 


444 


TCACCCTCCAG 


3.00 


1.69 


Hs.1 5251 


hypothetical protein 


445 


AAGCTCTGTGT 


5,00 


2,67 


Hs.1 9813 


ESTs 


446 


ATGGTGGGCGC 


4.00 


2,19 


Hs.266417 


EST 


447 


CCTGTAGTTCT 


4.00 


2,19 


Hs.231918 


ESTs, Weakly similar to ALU5 HUMAN 
ALU SUBFAMILY SC 


448 


CATCTGTAATC 


4.00 


2,19 


Hs.1 53290 


ESTs, Weakly similar to prostate-specific 
transgluta 


449 


TCTATAATCCC 


6,00 


3,14 


Hs.96866 


ESTs 


450 


ATGGCACGTGC 


7,00 


3,61 


Hs.1 79999 


stromal cell protein 
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451 


CTGGTGCACTG 


2,00 


1.11 


Hs.96752 


ESTs. Weakly similar to ALU8_HUMAN 

Al 1 1 CI IQCAK4II V OV 

ALU oUdpAMILY oa 




452 


ATAAAAAGAAA 


2,00 


1.11 


Hs.83942 


cathepsin K (pyenodysostosis) 




453 


OAOT 1« lAo 


2,00 


AAA 

1,11 


LJm 7Q1C 

nS./840 


Homo sapiens cdna FLJ20820 tis, clone 
AUotuiwyu 


5 


454 


ATTTGGAGAGG 


2,00 


1,11 


Hs.55777 


Fukuyama type congenital muscular 
aystropny 




455 


CAGCAGCTTGT 


2,00 


1,11 


Hs.55405 


ESTs, Weakly similar to Rab7 
[n. sapiens] 


10 


456 


G7ATT I TCA 1 A 




1, u 


nS.4*£l4U 


nypoineiicai protein rLJ iu luo 




457 


CTTGTTGOAA 1 




1,11 


nS.«iyo4U 


suppression of tumorigenicity 1 5 (rever- 

aiui rii luuwii ly 


15 


**oo 




*> nn 


111 

I, 11 


no. & # OaC&aC 


PSTe Hinhlu eimilar tn onHntheliol nitric 
co 1 s, fiiyniy oiiiuiai iu ciiusJiitciicii nunc 

oxide svn 








2 no 

4» lVv 


1 11 
1,11 


Hs 249956 


EST 




460 


TGGCATAATCA 


2,00 


1,11 


Hs.237063 


ESTs 


20 


40 I 


V/U 1 1 1 f wis 




1 11 

i, n 


119. 1 w9 r JaC 


FSTs 




AC*) 

4bZ 


IsOU 1 VJAA 1 bnM 


o nn 


1 11 


He 1QRZ^ 

rl5. 


friyTlpH /Omenohila\ hrtmnlon a1 




4b0 


oAl 1 AbUnuUM 




in 

i , 1 1 


He lAnQilA 


rihAcnmsl nrnfoin 1 J% 
llUUoUIIIal (JIUlCMl 




464 


GCCGTGAAAAA 


2,00 


in 


Hs.164257 


ESTs 


*. 25 


465 


AGAAAGAAGGA 


2,00 


*• A A 
1,11 


Hs.1501 


syndecan 2 (heparan sulfate proteogly- 
can 1 , cell sur 




466 


GCTTCCTCCTC 


5,00 


2,60 


Hs. 85289 


CD34 antigen 




467 


TTTCTTCCCTT 


5,00 


2,60 


Hs.283009 


tuftelin 1 


30 


468 


T/^/^/^Tr»TA #^TT4^ 

TGCCTGTAGTC 


AAA ftrt 


AG 

49 t 37 


00C07C 


to is, Moaerateiy similar to 

Al 1 17 HUMAN ALU SUBFAMILY 




AfZQ 

4oy 




r nn 


^ n7 


He fl^n77 


intprlpukin 1fl /inlprfprnn-namma- 

II Uwl (CUIxll 1 IU \ll HCI ICI \Jl lAifll 1 II 1 IQ 

inducina factor^ 


35 


470 


ACAACI 1 1 IAI 


6.00 


3,07 


Hs.283213 


EST 




471 


/tS^ AAA AAA 

GCAAACCTAAA 


3,00 


1,62 


nS.oUooo 


preioiam o 




472 


GAGTGCAACCC 


3,00 


1,62 


Hs.54680 


ESTS 




473 


TTGAATAGTGA 


4,00 


2,12 


Hs.38516 


ESTs 


40 


474 


AGCCGGATGCT 


4,00 


2,12 


Hs.284232 


1^1 Jk A 4M.^V#^4^ A 

KIAA0720 protein 




475 


GCAAAACACTG 


4.00 


2.12 


Hs. 198552 


Homo sapiens mRNA; cDNA 

ni/r*7_,cggn4 no ft.,,.-,. >u ^ ^ ni/c 

DKFZpoo6B193 (from clone DKr 




476 


CATTTGGGAAG 


A C\f\ 

4.UU 


4C,1^ 


ns.i 1 1 o«5*i 


lernun, ngnt poiypepiiae 


45 


477 


CAAGAGATGCT 


1,00 


0,54 


Hs.99741 


ESTs, Weakly similar to cell division 

tit wi i viaiw 




47o 


ApTTTATTTPA 


1 nn 


n *\A 


He QQOIfi 


on chromosome 6q 


50 


47y 


vjAooA 1 U 1 o^vj 


1 nn 
1 ,uu 


n 


He QOQQR 


r\l/v\w l*CO ptuictii, ocpuii 4i 




480 


ACTCTGGCTCA 


1,00 


0.54 


Hs.88974 


cytochrome b-245, beta polypeptide 
(cnronic granuiom 




481 


GGGGTTAGGGG 


1,00 


0,54 


HS.85050 


phospholamban 


55 


AQ*> 
HOC. 


TA ATATATPT^ 


1 nn 


n ^4 


He RPn^ 


pnrlnmpmhrsnp nrntpin pmn7n nrpf*iirenr 

isolog 




483 


TAAGTCTATAT 


1.00 


0.54 


Hs.78864 


Fc fragment of IgG, low affinity Ha, re- 
ceptor for ( 




484 


CACAAAAGGAT 


1.00 


0.54 


Hs.77603 


ESTs 




485 


GAGAAACCCTT 


1.00 


0.54 


Hs.7739 


ESTs 





6i 



VSDOClO <DE . 10100127A1.I > 



DE iOi 00 127 A 1 



486 


GAAAACAGTAA 


1,00 


0,54 


Hs.76111 


dystroalvcan 1 (dvstronhin-associaterl 
glycoprotein 1 


487 


GGCAAI I I ACT 


1,00 


0,54 


Hs.75813 


polycystic kidney disease 1 (autosomal 
dominant) 


488 


I I I IGIGCIAG 


1,00 


0,54 


Hs.74649 


cytochrome c oxidase subunit Vic 


489 


TTCCCGTGGCT 


1,00 


0,54 


Hs.70983 


PTPL1 -associated RhoGAP 1 


490 


GGCCCAGGCCT 


1,00 


0,54 


Hs.575 


aldehyde dehydroqenase 3 


491 


CGGCCACGTAT 


1,00 


0,54 


Hs 55993 


ESTs 


492 


TATAGCTGCAT 


1.00 


0,54 


Hs.55964 


ESTs, Weakly similar to C4HU comple- 
ment C4A precurso 


493 


CI IGIG n I AT 


1,00 


0,54 


Hs.50748 


chromosome 21 open readinq frame 18 


494 


CACAAAAATGC 


1,00 


0.54 


Hs.49944 


ESTs 


495 


CIGIAA! I I IA 


1.00 


0,54 


Hs.48480 


ESTs 


496 


CAATTCTTTCT 


1.00 


0,54 


Hs.48403 


hypothetical protein FLJ 10847 


497 


ATTCTGCAGAG 


1.00 


0,54 


Hs.47232 


ESTs 


498 


TTTATATCATT 


1,00 


0,54 


Hs.47099 


ESTs 


499 


ACTCCATAAAA 


1.00 


0,54 


Hs.4273 


Human DNA sequence from clone RP1- 
104A17on chromoso 


500 


I I II CA I IAIA 


1.00 


0,54 


Hs.42656 


ESTs, Moderately similar to 
ALU1 HUMAN ALU SUBFAMILY 


501 


GACTCGACCAG 


1.00 


0,54 


Hs. 31922 


ESTs 


502 


GGTGTGTTTTA 


1.00 


0,54 


Hs.31566 


ESTs 


503 


ATAAATTTATG 


1.00 


0.54 


Hs.30715 


ESTs 


504 


GGAGGCCGAGA 


1,00 


0,54 


Hs. 285565 


ESTs 


505 


ATATTCAGCTG 


1.00 


0,54 


Hs.285379 


ESTs 


506 


GAACTTGTCTG 


1.00 


0,54 


Hs.279934 


Homo sapiens mRNA; cDNA 
DKFZp434l0835 (from clone OK 


507 


CCCGTATATGT 


1.00 


0,54 


Hs. 279844 


hypothetical protein FLJ 10033 


508 


GTGGACCTGAG 


1.00 


0,54 


Hs.279059 


ESTs 


509 


AGCCTGGAAGG 


1.00 


0.54 


Hs.278549 


ESTs 


510 


TGGI I I I I GAG 


1.00 


0,54 


Hs.275865 


ribosomal protein S18 


511 


GCTTGTTCAAA 


1,00 


0,54 


Hs. 274969 


ESTs 


512 


TCCACCAGCCA 


1,00 


0,54 


Hs.27457 


ESTs 


513 


GCACTCCAACC 


1.00 


0,54 


Hs.273682 


EST 


514 


CCCATAATCCT 


1,00 


0,54 


Hs.270797 


ESTs 


515 


AGTCACAGCTT 


1,00 


0,54 


Hs.267448 


hypothetical protein FLJ20039 


516 


TAGAAAAAACC 


1.00 


0,54 


Hs.262476 


S-adenosylmethionine decarboxylase 1 


517 


TAAAGATGGCA 


1.00 


0,54 


Hs.25357 


Homo sapiens clone 24488 mRNA se- 
quence 


518 


GGCTATGCCCT 


1,00 


0.54 


Hs. 243855 


ESTs 


519 


AGACATTGACA 


1.00 


0.54 


Hs. 239934 


CGI-96 protein 


520 


TATGCTTTAAA 


1,00 


0,54 


Hs.237225 


ribosomal protein S5 pseudogene 1 


521 


TATTGCTAAAT 


1,00 


0,54 


Hs.23590 


solute carrier family 16 (monocarboxylic 
acid transp 


522 


CCAAGGCACTG 


1.00 


0,54 


Hs. 234863 


ESTs 


523 


AACTTTCCAAA 


1.00 


0,54 


Hs.23457 


ESTs 


524 


TCTCACAAGGG 


1.00 


0,54 


Hs.233476 


ESTs 


525 


CCACTATGCCT 


1.00 


0,54 


Hs.231229 


ESTs 


526 


GGGCGCCTGGC 


1,00 


0,54 


Hs.224242 


EST 


527 


GGGGGGAAAAA 


1.00 


0,54 


Hs.223590 


EST, Weakly similar to RL3_HUMAN 
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ESTs 




^rTATATPr AA 




0,54 


Hs 218008 


ESTs 


DO 1 


i i i n,rz Till pt 


1 00 

1 ,ww 


0,54 


Hs.21431 


suppressor of fused 


COO / 

532 * 


^ ATT^TPPTTfi 
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0 54 


Hs 211517 


ESTs 


COO 1 

533 I 


^PTTATPA A A/^ 
sjj(j 1 1 A 1 U AAA VP 


1 no 


0 54 
u, w*t 


Hs 208334 


ESTs 


534 


GTCTCoO 1 oAU 


1 nn 

1 ,w 


0 54 


l-k 20791 1 


ESTs 


535 j 


^GCCATUoOoO 


1 nn 


0 54 
U, w*t 


He. 207749 


EST 


536 j 


^CCAUL/Ovj I o 1 


1 no 


0 54 


Hs 202033 


EST 


537 


ArAnPTTrrT 
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1 no 


0 54 


Hs 20103 

Id.fcU 1 WW 


ESTs 


coo 

538 


oonbn lot 1 IO 


1 no 


0 54 


Hs 199545 

1 0 • 1 W w W» W 


ESTs 


539 


CTCAAUU 1 1 AA 


1 no 


0 54 

V, W*T 


Hs 1 99243 

lO. 1 wwfc"Tw 


<IAA0231 orotein 


540 


GCAAGACTCCC 


1,00 


0,54 


Hs.1 98011 


ESTs 


541 


/■n a a "T A f^T A TTP 

C AAT ACT AT T O 


1 nn 

l t uu 


0 54 


u. 107642 


lvoothetical nrotein FLJ 10388 


542 


GTTGTGCTCACj 


a nn 


n cm 


Me 1Q1228 


Tvonthetical Drotein FLJ20284 


543 


GGGCTAGCACT 


1,00 


0,54 


Hs.1 90722 


ESTs 


544 


ACATTCACGCC 


1,00 


0,54 


1 i _ 4 ft ji AAA 

Hs.1o414l 


giuiaryi-^oenzyrne m aenyurogenasc 


545 


TATATTTAGTT 


1,00 


r\ ca 

0,54 


HS.IooQor 


jroicin Kinase, c/MVir-acpenuciu, icyuid- 
ory, lype i, 


546 


CCAGCTAGCGA 


1,00 


0,04 


ns. i f y f OD 


_VV- I 


547 


TG AG G ATAC AG 


1,00 


0,54 


Hs.1 77820 


Homo sapiens mRNA; cDNA 

n^P7n^fMI 107 /frnm rlnnp OKF 

./rNi LpjuHU 1 \s*m \ II will vivi ic wrxr 


548 


TGCCTACAGTC 


1,00 


n £A 


ns. i /o&Uf 


«w 1 


549 


CTCATATGCAA 


\ nn 
|,UU 




He 17^540 


ATPase Class V WDe 10D 


550 


AAGGAGGTGGA 


1,00 


0,54 


Hs.1 72730 


ESTs 


551 


CAAGCCCTGCC 


1,00 


ft C A 

0,54 


II-. 4 70H1C 


nypOlilcllCal piUlClfl ollilllal IU IIIUU&C 
TIM I ^nolTlalUlU 


552 
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A f\f\ 
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0,0* 


HS.1 (1 /DO 
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553 
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n cx 
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554 


TTGCCATATGC 


1,00 


0,54 


Hs. 164024 


ESTs, Weakly similar to unnamed pro- 

lain r\rf\Mt ir*t tU4 C 
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1,00 
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556 


CTGTGCAAGGA 


a nn 
1,00 


n 
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1 |y UV/ll lw*i wfli ui vivii i i wwfcw i ww 


557 


TGTGCTTGTGT 


4 nn 


n <v> 


Me 1R1554 


hvnothetical Drotein FLJ20159 


558 


CI 1 1 1 ICCCCC 


1,00 


0,54 


Hs. 156007 


Down syndrome critical region gene 1- 

lildP 1 


559 


TCTTTTTCTTT 


1,00 


0,54 


Hs.1 55606 


paired mesoderm homeo box 1 


560 


AAAAGCTGTTT 


1,00 


0,54 


it ^ 4 cccn 

Hs. 15550 


bo 1 S 


561 


GTCCCCCCCCC 


1,00 


0,54 


Hs. 152454 


COT** 
CO I S 


562 


CCTGGCGGGAT 


1.00 


0,54 


Hs. 149347 


ESTs, Highly similar to KIAA1043 protein 
[n.sapiensj 


563 


GATTGGTATGA 


1.0C 


0,54 




» out /nrn<;nnhilaWike 1 (CCAAT dis- 

placement protein) 


564 


i GTGAAGACTAC 


1.0C 


I 0,54 


I Hs.14665 


ESTs 


565 


> TAAATGGGTTG 


1.0C 


> 0,54 


ms.1395 


early growth response 2 (Krox-20 (Dro- 
sophila) homolo 


566 


> TGTAAACTTTU 


1.0C 


0,54 


I Hs.13849 


ESTs 


567 


' GACACGTTGCC 


1.0C 


0,54 


I Hs.1 36574 


arachidonate 12-lipoxygenase, 12R type 
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568 


IGIGAAI I I IA 


1,00 


0,54 


Hs. 132834 


hematopoietic protein 1 


569 


TAAAACACTTG 


1,00 


0,54 


Hs. 130636 


ESTs 


570 


IGUCAAI NIC 


1,00 


0.54 


Hs.1 29636 


ESTs 


571 


TCTGTAGCACA 


1,00 


0.54 


Hs. 128766 


hypothetical protein FLJ 10600 


572 


TCAGCAGTTAA 


1,00 


0.54 


Hs.1 28571 


ESTs 
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AATGAGGTGCT 


1,00 


0,54 


Hs.1 28400 


ESTs 


574 


TTCAGAATCTT 


1,00 


0,54 


Hs.1 25914 


ESTs 
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GAATAAGATAT 


1,00 


0.54 


Hs.1 2479 


associated molecule with the SH3 do- 

MMWWWtMfcWW IIIWIWWMIW Villi 1 kl IW 1 lw 

main of STAM 
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TGTCCCAGCCA 


1.00 


0.54 


Hs.1211 


acid phosphatase 5, tartrate resistant 


577 


CCCATCTCAGA 


1,00 


0.54 


Hs.1 20769 


Homo sapiens cDNA FLJ20463 fis, clone 
KAT06143 


578 


AGAAGCTCCAG 


1.00 


0.54 


Hs.1 20021 


DKF2P434I092 protein 


579 


AGTCTTCAAAA 


1,00 


0.54 


Hs.1 17582 


CGI-43 protein 
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GAG I 1 1 ICAI 1 


1,00 


0.54 


Hs.1 17582 


CGI-43 protein 


581 


TTTTGCAATAA 


1,00 


0,54 


Hs.1 1614 


ESTs 


582 


AGCTCTATGAG 


1,00 


0,54 


Hs.1 15831 


ESTs 


583 


AATAGGTCCCA 


1,00 


0.54 


Hs.1 13029 


ribosomal protein S25 


584 


TAGTCTACTGT 


1.00 


0.54 


Hs.1 12472 


ESTs 
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ATCCTTACATC 


1,00 


0.54 


Hs.1 11 720 


ESTs 
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AACTTTCATAT 


1,00 


0,54 


Hs. 108787 


phosphatidyiinositol glycan, class N 
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CCGTAAAAAAA 


1,00 


0.54 

Wf w ~w 


Hs.1 07 187 


divalent cation tolerant Drotein CUTA 

v • % ^nn MWI 1 tVIVI HI It p^l WIW II 1 ^^^^ I 9 \ 
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TGAAGATGTAA 


1,00 


0,54 


Hs.106217 


ESTs 


589 


GAACCATTTGC 


1,00 


0.54 


Hs.1 04305 


KIAA0926 protein 


590 


CTGTGGAGCTG 


1,00 


0,54 


Hs. 103379 


ESTs 


591 


AGAATTACAGA 


1,00 


0,54 


Hs. 101 91 5 


ESTs 
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TGTTGCTCCCA 


5,00 


2,54 


Hs.82210 


zinc finaer Drotein 220 


593 


TAGTTTGAAGG 


5,00 


2,54 


Hs.79033 


alutaminvl-oeDtide cvclotransfera^p 
folutaminvl cvcl 


594 


CCCAACGCGCT 
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20,67 


Hs.272572 


hemoaiobin alDha 2 
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CGI-43 orotein 


596 


TCTCCTGGACT 
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Hs.50915 


kallikrein 5 
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ATCTTGCCACT 


4 00 


2,06 


Hs.32945 


alutamate receotor metabofronic 1 


598 


AG G ATAAAAAA 
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Hs.79404 


neuron-specific protein 
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GACCACAAATA 
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cathepsin H 
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AGCATATCTTC 
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Hs.275865 


ribosomal protein S18 
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Hs 222874 


ESTs Moderately similar to ?inr fran^* 
Dorter 4 fH sa 
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Drotein Dhosohatase 2A 48 kDa r^nnla- 
torv subunit 
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EST 
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Hs.1 17582 


CGI-43 protein 
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CCTGTATCCCA 


4.00 


2.00 


Hs.270072 


ESTs 
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ATGGATGCTTG 


2.00 


1.05 


Hs.89404 


msh (Drosophila) homeo box homolog 2 


608 


GACTTCTGTCC 
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1.05 


Hs.87539 


aldehyde dehydrogenase 8 


609 


AAAAAGAAACT 


2,00 


1,05 


Hs.73287 


KIAA1235 protein 


610 


TACTGAAAAAA 


2,00 
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Hs.5111 


hypothetical protein FLJ20729 
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CACCTGGAGGC 


2,00 


1,05 


Hs. 30864 


ESTs 
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612 


GCAAGAGCCCA 


2,00 


1,05 


Hs.26670 


Human PAC clone RP3-515N1 from 
22q11.2-q22 
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AACCCGGGGAG 


2,00 


1,05 


Hs. 228009 


EST 
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TTGCCCAGGGT 


2,00 


1,05 


Hs.225093 


ESTs, Weakly similar to ALU5 HUMAN 
ALU SUBFAMILY SC 


5 


615 


AAGCAGTTACA 


2,00 


1,05 


Hs.22116 


CDC14 (cell division cycle 14, S. cere- 
visiae) homolo 




616 


GCAGTCATACA 


2.00 


1,05 


Hs. 182626 


chromosome 22 open reading frame 5 


to 
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GGGGCACACAC 


2.00 
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Hs. 181 900 


ESTs 
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Hs. 126927 


ESTs 
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Hs. 106771 


ESTs 
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early growth response 1 


15 
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GTGGCGGGCAT 


5,00 


2,42 


Hs.230564 


EST 
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5,00 


2,42 


Hs. 159643 


ESTs, Weakly similar to MLD [H.sapiens] 
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TGTGGCGTATA 


8,00 


3,69 


Hs.211582 


myosin, light polypeptide kinase 


20 


624 


CGGGCACCTTC 


6,00 


8,99 


Hs. 198249 


gap junction protein, beta 5 (connexin 
31.1) 
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CCCTTG AG GAG 


6.00 


8,99 


Hs.1076 


(Manual assignment) SPRR1B, cornifin 
B 
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Hs. 75335 


glycine amidinotransferase (L- 
arginine:glycine amidi 


25 
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CCTCTCCCATT 
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Hs. 177533 


Homo sapiens mRNA, chromosome 1 
specific transcript 
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3,00 
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Hs. 167835 


acyl-Coenzyme A oxidase 1 , palmitoyl 
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Hs.269645 


Homo sapiens cell-line E8CASS clone 
E24L estradiol-i 
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2,77 


Hs.235041 


EST 


35 
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2,77 


Hs.232068 


transcription factor 8 (represses interleu- 
kin 2 expr 
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AGGTCAGAAGA 
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Hs.23437 


Homo sapiens mRNA; cONA 
DKFZp586G0623 (from clone DK 
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ATTAAGAAAAT 


14,00 


5,95 


Hs.76549 


AHNAK nucleoprotein (desmoyokin) 


40 
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AACCCGGGGGG 
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KIAA0731 protein 




635 


CACCACAACAA 
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chloride channel 3 
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TTCCCCAGGGT 
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Hs.59545 


ring finger protein 15 
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CACACTATAGG 


2.00 
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Hs. 58924 


ESTs, Weakly similar to JC5594 jerky 
gene protein ho 


45 
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GGGAAAGAGGG 
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0,99 


Hs.35096 


KIAA1538 protein 
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GCTGGGCGCGG 


2,00 


0,99 


Hs.278070 


EST 
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GGGGCAACAGC 


2.00 


0,99 


Hs.276770 


CDW52 antigen (CAMPATH-1 antigen) 


50 


641 


GTGGCAGGCCC 


2,00 
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Hs.266105 


EST 
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2.00 


0,99 


Hs.250746 


ESTs 
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CTTAGGAGTCA 


2.00 


0.99 


Hs.23853 


ESTs 


55 


644 


CAGCACAGTGG 


2.00 


0.99 


Hs.227806 


ras GTPase activating protein-like 
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ATGCTCAAAGG 


2,00 


0,99 


Hs.226018 


Homo sapiens mRNA full length insert 
cDNA clone EURO 
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TTCTGTGCATA 


2.00 


0,99 


Hs. 16803 


hypothetical protein FLJ 10231 
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GCATAATGTTT 


2.00 


0,99 


Hs.11050 


F-box only protein 9 


60 
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TGGCCAGCTCC 


19.00 


7,83 


Hs.170121 


protein tyrosine phosphatase, receptor 
type, C 
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649 


TCTGGCCCAGC 


3,00 


1,45 


Hs.183 


Duffy blood group 


650 


ATCCTGAGTTA 


12,00 


5,06 


Hs.73931 


major histocompatibility complex, class 
II, OQ beta 


651 


ACAAATGAAAA 


1,00 


0.49 


Hs.96657 


hyothetical protein 


652 


TACATTTCAAG 


1,00 


0.49 


Hs.94376 


proprotein convertase subtilisin/kexin 
type 5 


653 


GCAAAATGCTG 


1,00 


0.49 


Hs.92254 


hypothetical protein FLJ20163 


654 


TTTAAGAAATG 


1,00 


0,49 


Hs.91139 


ESTs 


655 


ACCCACCTGTG 


1,00 


0.49 


Hs.8736 


Homo sapiens mRNA; cDNA 
DKFZp564H203 (from clone DKF 


656 


GCAGCAGTGTC 


1,00 


0,49 


Hs.86538 


ESTs 


657 


CCATTAAAAAA 


1,00 


0.49 


Hs.85885 


ESTs 


658 


AAAG AG GGACG 


1,00 


0.49 


Hs.84229 


splicing factor, arginine/serine-rich 8 
(suppressor- 


659 


ACACTTAAAAA 


1,00 


0.49 


Hs.83381 


guanine nucleotide binding protein 11 


660 


TCACAAAAAAA 


1,00 


0.49 


Hs.7976 


KIAA0332 protein 


661 


ATTTAATATAT 


1,00 


0.49 


Hs.7972 


KIAA0871 protein 


662 


AGTTCAAGGCT 


1,00 


0.49 


Hs.79058 


suppressor of Ty (S.cerevisiae) 4 ho- 
molog 1 


663 


GAGTTGCTATT 


1,00 


0.49 


Hs.78575 


prosaposin (variant Gaucher disease and 
variant meta 


664 


GACTGTCAAAA 


1,00 


0.49 


Hs.69330 


ESTs 


665 


GCGCAACAACT 


1,00 


0.49 


Hs.61950 


DKF2p434A0131 protein 


666 


TAAATCAGAGA 


1,00 


0.49 


Hs.61929 


Homo sapiens cDNA FLJ1 1010 fis, clone 
PLACE1003145 


667 


TAAATGAATGA 


1,00 


0.49 


HS.57967 


ESTs 


668 


AATAGGAAGAT 


1,00 


0.49 


Hs.50745 


ESTs 


669 


CAATTAAAAAT 


1,00 


0.49 


Hs.50123 


zinc finger protein 189 


670 


GTGTATGTGGT 


1,00 


0.49 


Hs.49881 


fatty acid binding protein 3, muscle and 
heart (mamm 


671 


ACAAACCCACA 


1,00 


0.49 


Hs 49282 


hypothetical protein FLJ11088 


672 


CAAGTGAAAGG 


1.00 


0,49 


Hs.47822 


KIAA0380 gene product; RhoA-specific 
guanine nucleot 


673 


GAACAGAACGC 


1,00 


0,49 


Hs.47566 


ESTs 


674 


CTAATGGCCCT 


1.00 


0.49 


Hs.3416 


adipose differentiation-related protein 


675 


IAAIGII I Hi 


1.00 


0,49 


Hs.31930 


ESTs 


676 


ATTTGGCCTGT 


1,00 


0.49 


Hs.285519 


Homo sapiens OVN6-2 mRNA. partial 
cds 


677 


TCTGGGAGGGG 


1.00 


0.49 


Hs.285313 


core promoter element bindina protein 


678 


GACTAAATTGT 


1.00 


0.49 


Hs.283643 


ESTs 


679 


IAI 1 1 ICACAA 


1.00 


0,49 


Hs.279896 


hypothetical protein FLJ20546 


680 


GAGGTTTTCTG 


1.00 


0.49 


Hs.279639 


Homo sapiens mRNA; cDNA 
DKFZp586M2022 (from clone DK 


681 


CCTAGAATCCC 


1.00 


0,49 


Hs.278982 


PR01779 protein 


682 


CAGCCCCTGTC 


1.00 


0,49 


Hs.278234 


Homo sapiens mRNA; cDNA 
DKFZp434H1323 (from clone DK 


683 


GTGTCGGGCTC 


1,00 


0,49 


Hs.278010 


EST 
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CACCTGTAAAC 


1,00 


0,49 


Hs.277311 


EST 


685 


GCGGCGACTGC 


1,00 


0,49 


Hs.271980 


mitogen-activated protein kinase 6 


686 


GGAATGAATGA 


1,00 


0,49 


Hs.270824 


ESTs 
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C1CCTAI II M 


1,00 


0,49 
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hypothetical protein P15-2 
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Hs 243957 


ESTs Weaklv similar to ALU1 HUMAN 
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Hs 24181 


ESTs 
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Hs 23492 


ESTs 
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WWW 


TATGTTTAAAA 


1,00 


0 49 


Hs.234392 


platelet-activating factor acetylhydrolase 
2 (40kD) 
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GATCACTTGAG 


1,00 
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1 lw, W W 1 V WW 


EST 
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1,00 


0,49 


Hs.22971 


ESTs 


699 


ACCCTGGGAGG 


1,00 
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Hs.228529 


ESTs 
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EST 
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GATTGGCCAGA 


1,00 


0,49 


Hs.21739 


Homo sapiens mRNA; cDNA 
DKFZd586I1518 ffrom clone DK 
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1 00 
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0 49 


Hs 216363 
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ESTs 
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AGTATTCCTAA 


1,00 


0,49 


Hs.21621 


hypothetical protein DKFZp762O076 
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ESTs 
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ESTs, Highly similar to cytokine receptor 
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At LJ ^URFAMILY J S " 


709 


CCGCCGCACTC 


1.00 


0,49 


Hs.204049 


ESTs 


710 


O 1 MoAoUob 1 


1 on 


n aq 


no. I 57 W I \J4. 


CO 1 9 


Ml 


O 1 OU 1 O 1 MO 1 V> 


1 no 

I ,wW 


0 AQ 

U,**W 


M9, 1 W*tw 1 w 


ESTs 

1 9 


71? 




1,00 


0,49 


Hs. 191 063 


ESTs 


713 


AACTAATTCTC 


1,00 


0,49 


Hs. 18951 3 


hypothetical protein FLJ10213 


714 


GCAGTGCCAAG 


1,00 


0,49 


Hs 183528 


ESTs, Weakly similar to Bern46-like 
protein [D.melano 


715 


ATTGGAGCGCA 


1,00 


0 49 


Hs. 180433 


rTS beta protein 


716 


TGAAAACTCCC 


1,00 


0,49 


Hs. 180248 


zinc finger protein 124 (HZF-16) 


747 

717 




1 no 


n aq 


Wc 177^Q9 

ns. i f / ooz 


sunauioni, punnundry-aSSwwidievj piuicin 
A1 


7i Q 

/TO 


flTTTTA AAAAA 


1 00 

1 ,ww 


0 AQ 


He 174756 
no. i / *t t ww 


EST 


719 


GAATCAAGCTG 


1,00 


0,49 


Hs. 17296 


ESTs 


720 


CTGGGCA 1 1 1 1 


1.00 


0,49 


Hs. 172207 


non-POU-domain-containing, octamer- 
binding 


721 


TTGTTTGTGTA 


1,00 


0,49 


Hs. 1701 62 


KIAA1357 protein 


722 


AGGACTGGCAT 


1.00 


0,49 


Hs.170114 


KIAA0061 protein 


723 


TCGCTTTTAAG 


1.00 


0,49 


Hs. 168640 


Ank, mouse, homolog of 



6i 
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724 


AAGTGAAAAAA 


1,00 


0.49 


Hs. 1681 59 


apoptosis regulator 


5 


725 


CAAATTAGAAT 


1,00 


0.49 


Hs. 162271 


ESTs, Moderately similar to 
C03 HUMAN COMPLEMENT C3 


726 


ATACCACTAAG 


1,00 


0.49 


Hs. 153792 


5-methyltetrahydrofolate-homocysteine 
methyltransfer 




727 


GGTGATGGAGG 


1,00 


0.49 


Hs. 149692 


ESTs, Highly similar to G43284 zinc 
finger protein Z 


10 


728 


TTGGGTTTCTG 


1,00 


0.49 


Hs. 147975 


ESTs 




729 


AATAAATGCCC 


1,00 


0.49 


Hs. 145522 


ESTs 




730 


CATACACACAT 


1,00 


0,49 


Hs. 143460 


protein kinase C, nu 


15 


731 


GTTATACAACA 


1,00 


0.49 


Hs.141183 


ESTs 


732 


CTCACAGGCAC 


1,00 


0,49 


Hs. 139784 


ESTs 




733 


TACCCATTACC 


1,00 


0,49 


Hs. 136981 


ESTs 




734 


TTTCTTTCCCT 


1,00 


0,49 


Hs. 135055 


ESTs 


20 


735 


CATCTGTACTG 


1,00 


0.49 


Hs. 132892 


Homo sapiens protocadherin 10 
(PCDH10) mRNA, partial 




736 


GAGCTGTTTTG 


1,00 


0.49 


Hs.127476 


ESTs 


25 


737 


ACACGTACTAT 


1,00 


0.49 


Hs. 120828 


Human DNA sequence from clone RP5- 
876B10on chromoso 


738 


TTTATATTTCA 


1,00 


0.49 


Hs.11958 


oxidative 3 alpha hydroxysteroid dehy- 
drogenase; reti 




739 


CACAGTTTTAA 


1,00 


0,49 


Hs. 11 891 8 


ESTs 


30 


740 


TGGTTTTACCA 


1,00 


0,49 


Hs. 11 7582 


CGI-43 protein 


741 


GTGCCTGGTAT 


1,00 


0,49 


Hs. 11 6459 


hypothetical protein PR02198 




742 


TACCTTAGAAC 


1,00 


0,49 


Hs. 114963 


Homo Sapiens (clone B383E13) chro- 
mosome 4p16.3 DNA f 


35 


743 


GTGTAGGAGGT 


1,00 


0,49 


Hs. 113029 


ribosomal protein S25 


744 


CCCTGGAGACA 


1,00 


0,49 


Hs.1 11334 


ferritin, light polypeptide 




745 


CCTGTAGCCCA 


1.00 


0.49 


Hs. 109370 


ESTs 




746 


TATCCATATTA 


1,00 


0,49 


Hs.107942 


DKF2P564M1 12 protein 


40 


747 


CTACTAATTGC 


1,00 


0,49 


Hs. 101 91 6 


Homo sapiens mRNA; cONA 
DKFZp564K133 (from clone DKF 




748 


GGCCTCCAAGA 


5.00 


2.25 


Hs.286220 


ESTs 




749 


GTGGCTGACAC 


4.00 


1.83 


Hs.202234 


ESTs. Weakly similar to ALU4 HUMAN 
ALU SUBFAMILY SB2 


750 


CTGTACTTGTG 


8.00 


3,37 


Hs.75678 


FBJ murine osteosarcoma viral onco- 
gene homolog B 




751 


ACAAAACCCCA 


8.00 


3,37 


Hs. 140208 


ESTs 


50 


752 


AGCCACCACCC 


3.00 


1.40 


Hs.232045 


ESTs, Moderately similar to 
ALU1 HUMAN ALU SUBFAMILY 




753 


TGCCTGTAGTT 


7.00 


2.97 


Hs.246646 


EST 




754 


GCTAACCCCTG 


15.00 


5.92 


Hs.279772 


brain specific protein 


cc 


755 


GCAAAACCCTG 


86.00 


31.14 


Hs. 117582 


CGI-43 protein 


756 


AAACATTAAAA 


21.00 


8,08 


Hs.77443 


actin, gamma 2, smooth muscle, enteric 




757 


GTGGCACTTGC 


4,00 


1,78 


Hs.272322 


Homo sapiens mRNA; cDNA 
DKFZp434L092 (from clone DKF 




758 


GAAGCTACACC 


4.00 


1.78 


Hs. 107253 


ESTs 


759 


TAAGGTAGAGG 


2,00 


0,94 


Hs. 99908 


nuclear receptor coactivator 4 




760 


TGGGTCATTTG 


2.00 


0,94 


Hs.98073 


ESTs 




761 


GCTCACTGAAG 


2,00 


0,94 


Hs.9568 


zinc finger protein 261 



6> 
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762 


CACCTATCAAT 


2,00 


0,94 


Hs.58617 


Rho-associated, coiled-coii containing 
protein kinas 




763 


CTTCAATCTTA 


2,00 


0,94 


Hs.58419 


DKFZP586L2024 protein 




764 


CAGTCCTCTTG 


2,00 


0,94 


Hs.57553 


tousled-like kinase 2 


> 


765 


TTACCAAAGCA 


2,00 


0,94 


Hs.30246 


solute carrier family 19 (thiamine trans- 
porter), mem 




766 


ATGAAACCCTA 


2,00 


0,94 


Hs.282671 


EST 


10 


767 


TCACTCCAGCC 


2,00 


0,94 


Hs.270497 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


768 


AAAGGCATCAG 


2,00 


0,94 


Hs.256297 


integrin, alpha 11 




769 


GACATCTGTCC 


2,00 


0,94 


Hs.25566 


ESTs 


15 


770 


IGICI I I ICIG 


2,00 


0,94 


Hs. 250882 


bradykinin receptor B2 


771 


TGACTGTATTA 


2,00 


0,94 


Hs.1 98241 


amine oxidase, copper containing 3 
(vascular adhesio 




772 


GCAAGACCTCA 


2,00 


0,94 


Hs.181592 


ESTs 


20 


773 


AGGAAGGAAAA 


2,00 


0,94 


Hs. 180532 


heat shock 90kD protein 1 , alpha 


774 


CTGCCGGAGCA 


2,00 


0,94 


Hs.164779 


ESTs 




775 


TATTCCAGAAC 


2,00 


0,94 


Hs.161554 


hypothetical protein FLJ20159 




776 


AG CG AAACTCC 


2,00 


0.94 


Hs.106597 


ESTs 




777 


CTGGGGGTCAG 


2,00 


0,94 


Hs.102664 


vesicle-associated membrane protein 4 


25 


778 


GCTGTAATCCC 


15,00 


5,82 


Hs. 18401 9 


Homo sapiens clone 23551 mRNA se- 
quence 




779 


CACCTGTGGTC 


16,00 


6,11 


Hs.209585 


EST 


30 


780 


CTCTAGAGAAA 


3,00 


1,35 


Hs.97925 


hypothetical protein 


781 


GCAAATCCTGT 


3,00 


1.35 


HS.79059 


transforming growth factor, beta receptor 
III (betag 




782 


TATATGCTGGG 


3,00 


1,35 


Hs.2969 


v-ski avian sarcoma viral oncogene 
homolog 


35 


783 


GGGAGACCCCA 


3,00 


1.35 


Hs.24884 


ESTs, Moderately similar to RNA poly- 
merase I associa 




784 


TGGAAATGAAA 


3,00 


1,35 


Hs.1 72928 


collagen, type I, alpha 1 


40 


785 


CCTGTAATCTG 


3,00 


1,35 


Hs. 159975 


ESTs 


786 


TGTATTGTACA 


3,00 


1.35 


Hs.1 18562 


Link guanine nucleotide exchange factor 
II 




787 


ACATAGACCGA 


7,00 


2.87 


Hs.1 73594 


pigment epithelium-derived factor 




788 


GTTCCACAGAA 


12,00 


4,66 


Hs.1 79573 


collagen, type I, alpha 2 


45 


789 


GTGGCAGAGAC 


4,00 


1.74 


Hs.75813 


polycystic kidney disease 1 (autosomal 
dominant) 




790 


AGCCGAGATCG 


4,00 


1.74 


Hs.278053 


EST 




791 


CCTGTAGTTCC 


24,00 


8.84 


Hs.189242 


Homo sapiens mRNA; cDNA 
DKFZp434A202 (from clone DKF 


50 


792 


GTAAAACCCTG 


29,00 


10,50 


Hs.281680 


peroxisomal trans 2-enoyl CoA reduc- 
tase; putative sh 




793 


AGTCTGCTGGG 


5,00 


7,44 


Hs.259508 


ESTs 


55 


794 


CTGGGCAGAGA 


5,00 


7.44 


Hs.200735 


ESTs, Moderately similar to AF105377_1 
heparan sulfa 




795 


TCACACAAAGG 


5,00 


2,11 


Hs.46783 


ESTs 




796 


CGCCTGTAATT 


5,00 


2.11 


Hs.14333 


ESTs 


60 


797 


ATTGCTCTCTG 


8,00 


3,18 


Hs.245188 


tissue inhibitor of metalloproteinase 3 
(Sorsby fund 





6.> 



29 

^JSDOCID; <DE_10100127A1 J_> 



DE 101 00 127 A 1 





798 


CCTGTGGTTCC 


10,00 


3,88 


Hs.286061 


ESTs 




799 


TGTCCACACAT 


4,00 


1,69 


Hs.5897 


Homo sapiens mRNA; cDNA 
DKFZp586P1622 (from clone DK 


800 


GACGGAGCCTT 


4,00 


1,69 


Hs.37482 


COPZ2 for nonclathrin coat protein zeta- 
COP 


10 


801 


ACTGGGCAGTG 


4,00 


1,69 


Hs.241257 


latent transforming growth factor beta 
binding prote 




802 


CGGCACCTTAA 


4,00 


1,69 


Hs.209100 


DKF2P434C171 protein 




803 


CTGAAACAGCT 


4,00 


1.69 


Hs. 106469 


suppressor of varl (S.cerevisiae) 3-like 1 




804 


TGTTACCTGGT 


2,00 


0,90 


Hs.79227 


myomesin (M-protein) 2 (165kD) 


15 


805 


ICI I IGCICI I 


2,00 


0,90 


Hs.44077 


hypothetical protein FLJ10793 


806 


AAATCACCAAT 


2,00 


0,90 


Hs.4082 


lectin, galactoside-binding, soluble, 8 
(galectin 8) 




807 


TGTATTGACTG 


2,00 


0,90 


Hs.29280 


ESTs 


:o 


808 


TTCACTTCAAC 


2,00 


0,90 


Hs.250911 


Homo sapiens clone 23967 unknown 
mRNA, partial cds 




809 


CGTGGGGCTGC 


2,00 


0.90 


Hs 221986 


aquaporin 5 




810 


TCACAGAGTCT 


2,00 


0,90 


Hs.194149 


Homo sapiens mRNA; cDNA 
DKFZP434M01 1 (from clone DKF 




811 


TGCCACTGTGC 


2,00 


0.90 


Hs.183165 


ESTs, Highly similar to protein kinase 
JLH.sapiensL 




812 


CTATAAAAGTG 


2,00 


0.90 


Hs.154145 


guanine nucleotide binding protein (G 
protein), alph 


.«> 


813 


TTGGCTAGGCT 


13,00 


4,86 


Hs.252259 


ribosomal protein S3 




814 


AGGGAGCAGAG 


11,00 


4.17 


Hs.1 18223 


microfibrillar-associated protein 4 




815 


TTGGTGTGCTG 


7,00 


2.78 


Hs.240399 


EST 


:>5 


816 


TGGAAAGTGAA 


50,00 


17,06 


Hs.25647 


v-fos FBJ murine osteosarcoma viral 
oncogene homolog 




817 


TTGATTGAGTG 


3,00 


1.31 


Hs.9879 


ESTs 




818 


CAGGGATCTGC 


3,00 


1.31 


Hs.7634 


ESTs. Moderately similar to semaDhorin 

B [M.musculus 


41) 


819 


ATTGCACCACC 


3,00 


1.31 


Hs 44259 


ESTs, Weakly similar to ALU 1 HUMAN 
ALU SUBFAMILY J S 




820 


CTGGTGGCCAC 


3,00 


1.31 


Hs.286028 


Human alpha-2 collagen type VI mRNA 
3' end 


45 


821 


AATCATTG AG G 


3,00 


1.31 


Hs.19150 


Homo sapiens mRNA; cDNA 
DKFZp564A2164 (from clone DK 




822 


ACCCCCTTCCT 


3,00 


1.31 


Hs.181392 


major histocompatibility complex, class I, 
E 


SO 


823 


CCTGGCCAAAA 


3,00 


1,31 


Hs. 126824 


EST 




824 


TTAACCCCTCC 


30,00 


10,46 


Hs.78224 


ribonuclease, RNase A family, 1 (pan- 
creatic) 




825 


ACAGGCTACGG 


118,00 


39,00 


Hs.75777 


transgelin 


55 


826 


AGATGAGATGA 


17,00 


6,08 


Hs.285313 


core promoter element binding protein 




827 


AAAAAAAAGGC 


1,00 


0,44 


Hs.90077 


TG-interacting factor (TALE family ho- 
meobox) 




828 


TACGCTAAAAC 


1,00 


0,44 


Hs.87354 


ESTs 


ft) 


829 


GTAGAAGTGTA 


1,00 


0,44 


Hs.8705 


ESTs 




830 


TGCCCAGCAAT 


1,00 


0,44 


Hs.76297 


G protein-coupled receptor kinase 6 




831 


AGCAGGTTTGC 


1,00 


0,44 


Hs.7434 


ESTs 
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832 


AGAGAGAGCCC 


1,00 


0,44 


Hs.724 


thyroid hormone receptor, alDha (avian 
erythroblasti 




833 


GCACTGATTAA 


1,00 


0,44 


Hs.71741 


ESTs, Highly similar to 138945 mela- 
noma ubiquitous m 


5 


834 


CAGAGACAAGC 


1,00 


0,44 


Hs.71721 


ESTs 




835 


CAGTTGTCTAG 


1,00 


0,44 


Hs.58882 


Microfibril-associated glycoprotein-2 




836 


TGTGTGTGCTA 


1,00 


0,44 


Hs.55533 


ESTs 




837 


GCCTGGACCAG 


1.00 


0.44 


Hs.55407 


Homo sapiens mRNA; cDNA 
DKF2p434K0621 (from clone DK 


10 


838 


TGTTTAATAAA 


1,00 


0,44 


Hs.50841 


ESTs 




639 


CAI 1 1 IC1AAI 


1,00 


0.44 


Hs.48376 


Homo sapiens clone HB-2 mRNA se- 
quence 


15 


840 


AGCTTTCCCAA 


1,00 


0.44 


Hs.45109 


ESTs 




841 


ACTCAGTAGCC 


1,00 


0,44 


Hs.44197 


hypothetical protein DKF2p564D0462 




842 


TCAAATTGAAA 


1.00 


0,44 


Hs.44038 


pellino (Drosophila) homolog 2 




843 


GGCCAGCCCTG 


1,00 


0.44 


Hs.4243 


ESTs 


20 


844 


ACAI 1 1 101 IC 


1,00 


0.44 


Hs.42116 


ESTs 




845 


GGCAAGCAGGC 


1,00 


0,44 


Hs.41688 


dual specificity phosphatase 8 




846 


TGCTTGGTACA 


1,00 


0,44 


Hs.393 


prostaglandin 12 (prostacyclin) receptor 
(IP) 


25 


847 


TAAGTCTAATT 


1,00 


0.44 


Hs.35804 


hect domain and RLD 3 




848 


TATTTTACTTG 


1,00 


0.44 


Hs.30340 


hypothetical protein KIAA1165 




849 


CTCTCTCCCAG 


1,00 


0.44 


Hs.30172 


ESTs 




850 


AGCAAAI 1 1 IC 


1,00 


0.44 


Hs.29423 


ESTs, Weakly similar to macrophage 
lectin 2 [H.sapie 


30 


851 


CCAAGACCTCT 


1,00 


0.44 


Hs.283619 


zinc finger protein 236 


... 


852 


GACAGGTTCTG 


1,00 


0.44 


Hs.272023 


transforming, acidic coiled-coil containing 
protein 


* 

35 


853 


CTTCTGGAGAA 


1,00 


0.44 


Hs.267263 


hypothetical protein 




854 


TGGGI 1 1 IGTT 


1,00 


0.44 


Hs.26243 


Homo sapiens cDNA FLJ1 1 177 fis, clone 
PLACE 1007402 




855 


CACCGCTGCAG 


1,00 


0,44 


Hs.261373 


adenosine A2b receptor pseudoqene 


40 


856 


GAAACAGGAAA 


1,00 


0.44 


Hs.257387 


EST 




857 


CCTTCTTGCTA 


1,00 


0.44 


Hs.24743 


hypothetical protein FLJ20171 




858 


ATAATCTGAAG 


1,00 


0.44 


Hs.2441 


KIAA0022 gene product 




859 


CTAAATATAGG 


1,00 


0,44 


Hs.23581 


eptin receptor gene-related protein 


45 


860 


AATGCTATGGT 


1,00 


0.44 


Hs.23450 


ESTs 




861 


GTGAATGAAAC 


1,00 


0,44 


Hs.223437 


EST 




862 


TCCACAAAAAA 


1,00 


0.44 


Hs.21035 


KIAA1 130 protein 




863 


AGAATTGCTTA 


1,00 


0,44 


Hs.203188 


EST 


50 


864 


CCTCTAATTCC 


1,00 


0.44 


Hs. 192949 


ESTs, Moderately similar to 
ALU1 HUMAN ALU SUBFAMILY 




865 


TTGGACAAGAA 


1,00 


0.44 


Hs. 189902 


ESTs 




866 


GGCTGGGCGCG 


1,00 


0.44 


Hs. 188339 


ESTs 


55 


867 


CAACACAAAGC 


1,00 


0.44 


Hs. 18501 3 


ESTs, Moderately similar to 
ALU7_HUMAN ALU SUBFAMILY 




868 


GGCCCGGCCTC 


1,00 


0.44 


Hs. 183994 


protein phosphatase 1, catalytic subunit, 
alpha isof 




669 


GCTAAAAAATT 


1,00 


0.44 


Hs. 183760 


glucose regulated protein, 58kD 




870 


1 1 1 ICCI IGI 1 


1,00 


0,44 


Hs. 182937 


peptidylprolyl isomerase A (cyclophilin A) 





65 
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871 


GCCGCCTCTGT 


1,00 


0,44 


Hs. 180799 


ESTs, Moderately similar to 
ALU5_HUMAN ALU SUBFAMILY 


872 


GGCTGGTTCCA 


1,00 


0,44 


Hs. 179943 


ribosomal protein L11 


873 


AAGGAAATGAA 


1,00 


0,44 


Hs.174131 


ribosomal protein L6 


874 


AATAGATGATA 


1,00 


0,44 


HS.174104 


ESTs 


875 


TATAAGTGGAC 


1,00 


0,44 


Hs.17301 


ESTs 


876 


GAAAACATAAT 


1,00 


0.44 


Hs. 169329 


DKFZP564A043 protein 


877 


CTTTGTAAAAA 


1.00 


0,44 


Hs. 16578 


ESTs 


878 


AGCTGTTTAAA 


1,00 


0,44 


Hs. 164480 


ESTs 


879 


GGGGACAGAGC 


1,00 


0,44 


Hs.161554 


hypothetical protein FLJ201 59 


880 


ATAAAGCCAAA 


1,00 


0,44 


Hs. 159471 


ZAP3 protein 


881 


CCCCTGCATTC 


1,00 


0,44 


Hs.1 58302 


chromosome 1 open reading frame 1 


882 


GCTGAGAAGCA 


1,00 


0.44 


Hs. 155975 


protein tyrosine phosphatase, receptor 
type, C-assoc 


883 


GAATACGTTGG 

• 


1.00 


0.44 


Hs.1 55596 


BCL2/adenovirus E1B 19kD-interacting 
protein 2 


884 


ATTTCTAACAA 


1,00 


0.44 


Hs.1 55049 


hypothetical protein FLJ1 1282 


885 


AGATCTTCTTG 


1.00 


0,44 


Hs.14894 


trans-Golgi network protein (46, 48. 51 kD 
isoforms) 


886 


AAAAACTCTAC 


1.00 


0.44 


Hs.146226 


ESTs 


887 


AGGATAAACTC 


1.00 


0.44 


Hs.14427 


ESTs 


888 


CTTGTGAGGCC 


1.00 


0.44 


Hs.1 42428 


KIAA1161 protein 


889 


GTAACAGTAAT 


1,00 


0.44 


Hs.1 37396 


ESTs 


890 


TAAACGAAAAT 


1.00 


0.44 


Hs.1 35465 


ESTs 


891 


AGGGGAATGGG 


1.00 


0.44 


Hs.1 34933 


ESTs 


892 


GGCCGTGCTGC 


1.00 


0.44 


Hs.1 31 034 


ESTs — 


893 


GGAACCTATCC 


1.00 


0.44 


Hs.1 28807 


ESTs 


894 


CCAGTGCCCTC 


1.00 


0.44 


Hs.1 28630 


ESTs 


895 


Al I I IGCTTAA 


1,00 


0.44 


Hs.1 26558 


ESTs 


896 


AGCCAAGAGCC 


1,00 


0.44 


Hs.1 25877 


ESTs 


897 


GTAGACTGAAA 


1.00 


0,44 


Hs.124165 


ESTs 


898 


TGGTATGCACC 


1.00 


0.44 


Hs.1 191 


KIAA0073 protein 


899 


I C TGI I I IGTfG 


1,00 


0,44 


Hs.1 18923 


ESTs 


900 


CCAATCAATGG 


1,00 


0,44 


Hs.1 16674 


pre-mRNA splicinq factor 


901 


TTCCCCAGGCT 


1.00 


0.44 


Hs.1 16296 


ESTs 


902 


CAACAGCCCCA 


1.00 


0,44 


Hs.1 1455 


ESTs 


903 


CTCCTGGAATA 


1,00 


0.44 


Hs.1 1367 


hypothetical protein RP1-317E23 


904 


TGGTGAAGAAC 


1,00 


0.44 


Hs.1 13052 


RNA cyclase homolog 


905 


CACACCGCCCG 


1.00 


0,44 


Hs.1 12015 


ESTs, Moderately similar to alpha tubulin 
H. sapiens 


906 


CCCCCCCCCCA 


1,00 


0,44 


Hs. 110953 


Homo sapiens mRNA; cDNA 
DKFZp434A139 (from clone DKF 


907 


TTTTGTTGCTC 


1,00 


0,44 


Hs.1 09641 


ESTs 


908 


GTAAAACCCCG 


26.00 


9,00 


Hs.258881 


EST, Weakly similar to ALU8 HUMAN 
ALU SUBFAMILY SX S 


909 


TAATAAAGAAT 


4,00 


1,65 


Hs. 80342 


keratin 15 


910 


AAAATAAACCT 


4,00 


1,65 


Hs.74304 


periplakin 


911 


GTGGTAGGTGC 


4,00 


1,65 


Hs.254237 


EST 


912 


GTGAAATTCCA 


4,00 


1,65 


Hs. 228168 

I 


ESTs. Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 
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913 


CCTCTAGTCCC 


4.00 


1,65 


Hs.145501 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 




914 


TGGAAATGACC 


106,00 


34,28 


Hs.172928 


collagen, type I, alpha 1 




915 


AACCCTGGAGG 


7,00 


2,69 


HS.283927 


Homo sapiens cytomegalovirus partial 
fusion receptor 


5 


916 


AGGATCACTTG 


3,00 


1,26 


Hs.287355 


ESTs 




917 


CCACTGCATTG 


3,00 


1,26 


Hs.278551 


ESTs, Weakly similar to ALU2 HUMAN 
ALU SUBFAMILY SB 


10 


918 


AACTGGCTGCT 


3.00 


1,26 


Hs.1 73381 


dihydropyrimidinase-like 2 




919 


CCTGTAACCCC 


28,00 


9,54 


Hs.1 76541 


ESTs 




920 


GCACTCCAGCC 


32,00 


10,69 


Hs.274580 


Homo sapiens mRNA; cDNA 
DKFZp434P1019 (from clone DK 


15 


921 


GTGGTGAGCAC 


5,00 


1,97 


Hs.27311 


single-minded (Drosophila) homolog 2 




922 


ATGGCAGGTGC 


16.00 


5,61 


Hs.236479 


EST, Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ S 




923 


CCATTACACTC 


8.00 


3,00 


HS.8594 


KIAA1191 protein 


20 


924 


GGTGACAGAGT 


12.00 


4,30 


Hs.278314 


hypothetical protein 




925 


GTGGTTTGCTG 


9,00 


3,31 


Hs.1 57773 


ESTs, Moderately similar to 
OPSB HUMAN BLUE-SENSITIV 




926 


TCTGCCTATGC 


4.00 


1,60 


Hs.90291 


laminin, beta 2 (laminin S) 


25 


927 


GCGAAAACCCC 


4.00 


1,60 


Hs.272837 


ESTs 




928 


TACCCCTTGAA 


2.00 


0,86 


Hs.95834 


ESTs 




929 


TAAATGGAAGT 


2,00 


0,86 


Hs.6942 


ESTs 




930 


TGTGTCTGGGA 


2.00 


0,86 


Hs.60548 


hypothetical protein PR01635 


30 


931 


GCTTCAGTGGG 


2.00 


0,86 


Hs.54828 


ESTs 




932 


CTTTACTGTGT 


2.00 


0,86 


Hs.279853 


HSPC018 protein 




933 


CACTTTGTGTG 


2.00 


0,86 


Hs.24752 


spectrin SH3 domain binding protein 1 




934 


GGTGACAGAAC 


2.00 


0,86 


Hs.234890 


EST 


35 




APTAAGATTGA 


2.00 


0,86 


Hs 227716 


KIAA0934 orotein 








2,00 


0,86 


Hs 22209 


ESTs 




1 


VJ I WW 1 w I w^>ww 


2,00 


0,86 


Hs 194637 


Homo sapiens mRNA; cDNA 
DKFZp564D113 (from clone DKF 


40 


938 


TGAAGAATGTG 


2,00 


0,86 


Hs.1 12557 


ESTs, Moderately similar to 
ZN85 HUMAN ZINC FINGER P 




939 


GCCAGTGCCTG 


2,00 


0,86 


Hs.1 06061 


RD RNA-binding protein . 




940 


CCACTGCTCTC 


12,00 


4,26 


Hs.23510 


Kruppel-iike factor 12 


45 


941 


CTATTGCACTC 


6.00 


2,29 


Hs.1 60483 


erythrocyte membrane protein band 7.2 
(stomatin) 




942 


ATGTACCTGAT 


7,00 


2,61 


Hs.29191 


epithelial membrane protein 2 


50 


943 


GTGGGGGGGAG 


7,00 


2,61 


Hs.1 0700 


hypothetical protein 


944 


CACCTGTAGTC 


37.00 


11,92 


Hs.267812 


sorting nexin 4 








3.00 


1.22 


Hs 78518 


natriuretic peptide receptor B/guanylate 
cyclase B ( 




946 


GACAATTCTGT 


3.00 


1.22 


Hs.1 86571 


hypothetical protein FLJ 10700 


55 


947 


AGGGGAAGGTG 


8.00 


2,92 


Hs.1 12540 


EST 




948 


CAAGACGGGGG 


19.00 


6,29 


Hs.106185 


ral guanine nucleotide dissociation stimu- 
lator 




949 


TAATTTGCGTT 


4,00 


1,56 


Hs.79368 


epithelial membrane protein 1 




950 


AGAATCGTTTG 


4.00 


1,56 


Hs. 136299 


ESTs 




951 


AACAGTCAAAA 


17,00 


5,66 


Hs.26557 


plakophilin 3 
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952 


GCAAAACTCTG 


10,00 


3,49 


Hs.278746 


ESTs, Moderately similar to 
ALU8_HUMAN ALU SUBFAMILY 


953 


GCCAGCCAGTG 


10,00 


3.49 


Hs. 149098 


smoothelin 


954 


GCGAAATCCCA 


6,00 


2,21 


Hs.268728 


ESTs 


955 


TCTGTGGTCCC 


6,00 


2,21 


Hs.227894 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


956 


CCTATAATTCC 


6,00 


2,21 


Hs.1 35491 


ESTs 


957 


GCAATAAAATA 


1,00 


0.40 


Hs. 99621 


ESTs 


958 


TGGAATCCAGG 


1,00 


0,40 


Hs.98135 


ESTs 


959 


CTTTTGICAGC 


1,00 


0,40 


Hs.90858 


Homo sapiens clone 25023 mRNA se- 
quence 


960 


TTATTGTATTG 


1,00 


0.40 


Hs.89474 


ADP-ribosylation factor 6 


961 


ATGGAGGTATG 


1,00 


0,40 


Hs.8944 


procollagen C-endopeptidase enhancer 
2 


962 


ICGIGI 1 1 ICG 


1,00 


0.40 


Hs.87595 


translocase of inner mitochondrial mem- 
brane 22 (yeas 


963 


TTGTGGCCCCA 


1,00 


0.40 


Hs.84630 


ESTs 


964 


TTTGTTTGTTT 


1,00 


0.40 


Hs.8355 


ESTs 


965 


GTCACGAACAT 


1.00 


0.40 


Hs.82933 


protein x 013 


966 


GTTAAGGTAAA 


1,00 


0.40 


Hs.79241 


B-cell CLL/lymphoma 2 


967 


AAGAAGAAAAG 


1,00 


0.40 


Hs.78293 


ESTs 


968 


TAGCCAGTTAA 


1.00 


0.40 


Hs.74101 


spleen tyrosine kinase 


969 


CTGCCCGGGGC 


1.00 


0.40 


Hs.74097 


mercapfopyruvafe sulfurtransferase 


970 


AACGGTGTTTG 


1.00 


0.40 


Hs.71371 


ESTs 


971 


CATAAACGGGC 


1.00 


0.40 


Hs.69954 


laminin, gamma 3 


972 


TCCTTAGATTA 


1.00 


0,40 


Hs.69743 


GM2 ganglioside activator protein 


973 


CTGGCATAGAA 


1,00 


0,40 


Hs.61272 


ESTs 


974 


ACTGCCCCTGA 


1,00 


0.40 


Hs. 59729 


semaphorin sem2 


975 


TCTGCTGCCTG 


1,00 


0.40 


Hs.58006 


ESTs 


976 


GAAGATGAATA 


1,00 


0 40 


Hs. 54982 


ESTs, Weakly similar to ALU4 HUMAN 
ALU SUBFAMILY SB2 


977 


GACCAAAGAAG 


1,00 


0.40 


Hs.48948 


ESTs 


978 


GAATGAATGCA 


1,00 


0.40 


Hs. 48604 


DKFZP434B168 protein 


979 


GCACAACTAAA 


1,00 


0.40 


Hs.47587 


ESTs 


980 


GAAI 1 1 IACAC 


1,00 


0.40 


Hs.47522 


ESTs 


981 


AAGGGGCGGCG 


1,00 


0.40 


Hs.456 


leukotriene C4 synthase 


982 


AGGGACTTTAT 


1.00 


0.40 


Hs.43148 


ESTs 


983 


TATTCAGAACC 


1,00 


0,40 


Hs.40289 


ESTs 


984 


ACAACTGGAAT 


1,00 


0.40 


Hs.37372 


Homo sapiens DNA binding peptide 
mRNA, partial cds 


985 


TAATAAAATGC 


1.00 


0,40 


Hs.29008 


ESTs 


986 


TTATGCTTGTA 


1,00 


0.40 


Hs.284153 


Fanconi anemia, complementation group 
A 


987 


TTTTGAAGATA 


1,00 


0,40 


Hs.283322 


hypothetical protein 


988 


GCAAATCAGAT 


1,00 


0.40 


Hs.279477 


ESTs 


989 


GTAAAACCCCT 


1,00 


0.40 


Hs.277896 


EST 


990 


GGCCAGGCGTG 


1,00 


0.40 


Hs.276994 


EST 


991 


AATGTTAGAGC 


1,00 


0.40 


Hs.270331 


ESTs 


992 


TACCTATAGTC 


1,00 


0,40 


Hs. 269838 


ESTs 


993 


TGTGAGAAAGT 


1,00 


0,40 


Hs.241493 


natural killer-tumor recognition sequence 
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994 


AATTGTGCATT 


1.00 


0,40 


Hs.240443 


chondroitin 4-sulfotransferase 


995 


GTGGTGCGCAT 


1,00 


0,40 


Hs.236505 


EST, Weakly similar to ALU6 HUMAN 
ALU SUBFAMILY SP S 


996 


GTTTATAATTA 


1.00 


0,40 


Hs.231966 


ESTs 


997 


CTGGCACCCTG 


1,00 


0,40 


Hs.212716 


EST 


998 


AAAAATGGTGG 


1.00 


0,40 


Hs.204930 


EST 


999 


GAGCAGGCAAA 


1.00 


0.40 


Hs.200333 


apolipoprotein B48 receptor 


1000 


CCAAAAAAGTG 


1.00 


0,40 


Hs. 184242 


sterol-C5-desaturase (fungal ERG3, 
delta-5-desaturas 


1001 


CCAGAGGAATG 


1,00 


0,40 


Hs. 18041 4 


heat shock 70kd protein 10 (HSC71) 


1002 


CCACAAAAAAA 


1,00 


0,40 


Hs.1 79091 


EST 


1003 


GCTTACCTGCT 


1,00 


0,40 


Hs.174031 


cytochrome c oxidase subunit Vlb 


1004 


TATTAGACACC 


1,00 


0,40 


Hs. 17258 


ESTs 


1005 


GAATGTTGACA 


1,00 


0,40 


Hs. 16959 


ESTs 


1006 


TGAGGGGTGGG 


1,00 


0,40 


Hs.166293 


EST 


1007 


TATATAAGTAC 


1,00 


0,40 


Hs.1 66011 


catenin (cadherin-associated protein), 
delta 1 


1008 


TAATAATACAA 


1,00 


0,40 


Hs.16349 


KIAA0431 protein 


1009 


TGGGAGGCTGA 


1,00 


0,40 


Hs.161554 


hypothetical protein FLJ20159 


1010 


AGCTCCTTAAG 


1,00 


0,40 


Hs.1 59509 


alpha-2-plasmin inhibitor 


1011 


CTTTTTGTGGT 


1,00 


0,40 


Hs.153106 


Homo sapiens clone 23728 mRNA se- 
quence 


1012 


CTG I I II I GAA 


1.00 


0,40 


Hs.1 52720 


M-phase phosphoprotein 6 


1013 


GCAGACTATCC 


1,00 


0,40 


Hs.1 51 696 


DKFZP727G051 protein 


1014 


GTTCCCTGGTG 


1,00 


0,40 


Hs.146090 


ESTs 


1015 


CCTACAGTCCC 


1,00 


0,40 


Hs.144874 


Homo sapiens mRNA; cDNA 
DKFZp761C0524 (from clone DK 


1016 


CAATCCTCCTG 


1,00 


0,40 


Hs. 138407 


ESTs 


1017 


AACAAGTAATA 


1.00 


0.40 


Hs.134350 


ESTs 


1018 


TCCAGTACAGA 


1.00 


0.40 


Hs.1 2969 


hypothetical protein 


1019 


GGAGGCTGGGG 


1.00 


0,40 


Hs.127452 


ESTs 


1020 


ACTCTGCTCGG 


1.00 


0,40 


Hs.1 26900 


ESTs 


1021 


TTCTGTGAGTG 


1.00 


0,40 


Hs.1 22559 


ESTs 


1022 


TCCTGTGATTT 


1,00 


0,40 


Hs.1 2253 


ESTs 


1023 


AAAGCACAAGT 


1.00 


0,40 


Hs.1 11758 


keratin 6B 


1024 


I I I T I GAAAAA 


1,00 


0,40 


Hs.1 09646 


NADH dehydrogenase (ubiquinone) 1 
beta subcomplex, 6 


1025 


AAGTCCTGGCC 


1,00 


0,40 


Hs.109314 


ESTs, Weakly similar to 2202255A AT 
motif-binding fa 


1026 


TGTTACTGGAT 


1.00 


0,40 


Hs.100861 


ESTs, Weakly similar to spastin protein 
[H. sapiens] 


1027 


CCTGTAATCTT 


8.00 


2,84 


Hs.1 20882 


ESTs, Moderately similar to 
ALU1 HUMAN ALU SUBFAMILY 


1028 


GTGGCGGGCAC 


85.00 


25,22 


Hs.283044 


hypothetical protein PR02859 


1029 


CCACTTGCACT 


3.00 


1,18 


Hs. 220962 


EST, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J SE 


1030 


TTCCATACCCC 


3,00 


1,18 


Hs. 180398 


LIM domain-containing preferred translo- 
cation partne 


1031 


ATTGCATCACT 


5.00 


1,85 


Hs.209111 


EST 


1032 


GAGTTAAAAAA 


5.00 


1,85 


Hs.180255 


major histocompatibility complex, class 
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II DR beta 




1033 


GGGCCCTGGCC 


4,00 


1,53 


Hs.25895 


ESTs, Weakly similar to PI-3 kinase 
TH saniensl 




1034 


CAGATGGAGGC 


4,00 


1.53 


Hs.127273 


hypothetical protein FLJ10044 




1035 


CCTCTCCCACA 


2,00 


0.82 


Hs 99197 

■ ■ WJ • WW I w f 


ESTs 




1036 


GCCAGGGGGTA 


2,00 


0.82 


Hs.96875 


ESTs 


10 


1037 


CTCAGTC1 I IT 


2,00 


0,82 


Hs 76722 


C^dAAT/pnhanf^Pr hinrlinn r%rr\ta\n 
wwnn ifciiiiflii^ci wiiiuiiiu proictn 

(CIEBP) delta 




1038 


GATGTATTCTA 


2,00 


0.82 


Hs.75844 


ESTs. Highly similar to AF151903 1 
CGI-145 Drotein \ 

■ I iw b/l WWII 1 1 


IS 


1039 


CCCTTCTGTAA 


2,00 


0.82 


Hs.75716 


plasminogen activator inhibitor, type II 
(arainins-s 




1040 


TGGAACTGTCA 


2,00 


0.82 


Hs 285802 


ESTs 




1041 


GGCCTGTAATC 


2,00 


0,82 


Hs 267400 


ESTs Mod^ratelv similar fro 

Utf I*, IVlWUwl QlCiy will HIGH iw 

ALU7 HUMAN ALU SUBFAMILY 


21) 


1042 


AGGTATATATC 


2,00 


0,82 


Hs. 24715 


Homo saDiens mRNA* rDMA 
DKFZd434D0215 (from clone DK 

*^ ■ « fe|i/nrwnrwwb iw \iiw>ill wlwl Iw Ul\ 




1043 


TTCTGAAAGGA 


2,00 


0,82 


Hs.227209 


DKFZP586F1019 protein 




1044 


AGCCTGTGGTC 


2,00 


0,82 

wo. 


Hs 154919 


KIAA0625 Drotein 


25 


1045 


TTGCGTGTGTC 


2,00 


0,82 


Hs.1183 


dual soecificitv nhosnhafa^p 7 




1046 


CATAATTTCTC 


2,00 


0,82 


Hs 104660 

• IW» I W ¥ w w w 


eIF-5A2 orotein 




1047 


TGGGACGTGAG 


7.00 


2,45 


Hs 3796 

1 Iw.w i w W 


EDhBB 


M) 


1048 


GCGAAATCCCG 


10,00 


3,34 


Hs 194251 


ESTs Weaklv similar to ALU? HI IMAM 
ALU SUBFAMILY SB 




1049 


ACCAAAAACCA 


120,00 


34,01 


Hs 172928 


collaaen f\/D@ I aloha 1 




1050 


AACCCAGGAGG 


126,00 


35,53 


Hs 161554 


hvDOfhefical nrotein Fl l9m^Q 




1051 


TCTCTGTGTAG 


4,00 


1,49 


Hs.79187 


coxsackie virus and adenovirus receptor 


XS 






4 00 


1 4Q 


H<i 17411 


i\i/v^ww57vJ proicin 




1053 


CGAGAGGGAGA 


4,00 


1,49 


Hs. 1581 59 


FAT tumor suppressor (Drosophila) 

lOmOIOy d 






O 1 uOvA 1 O 1 


d 00 


1 4Q 


no. 


uuy anxigcn 


40 


1 www 




7 00 


9 AO 


Ue 109171 
no. \\J4L I / 1 


immunogioDuiin supenramiiy containing 
icuwinc~riwn r 




1056 


GCAAAACCCCT 


6,00 


2,10 


Hs.75238 


chromatin assembly factor 1, subunit B 


45 


1057 


ACTGCTTTACT 


6,00 


2,10 


Hs 72157 

i I w)» ■ a* 1 w 1 


DKF2P564I1922 orotein 




1058 


CCCCAGGCTGC 


3,00 


1,15 


Hs.9645 


ESTs 




1059 


TAAAATGTTTA 


3,00 


1 15 

i , i w 


Hs 94109 


ESTs 


50 


1060 


CCTACTGCACT 


3 00 

w,ww 


1 15 

1 , 1 w 


Hs 225641 


ESTs Moderatelv similar to t<IAAOfiftn 

fc-^J l w | IVIWUvl CI Iv 1 j 911 1 IIICII iW iMAAvVOU 

protein fH.sapi 




1061 


GTGGCTCATTC 


3 00 

W, WW 


1 15 

i , i w 


Hs 116577 

Id . 1 1 WW ' ' 


jiudidic wJii id CMiiaiiwi I lawlUi 




1062 

1 ww& 


AAGCACAAAAA 


12 00 

1 &,ww 


3 87 

W, W f 


Hs 9963 

lw • w WWW 


TYRO nrotAin t\/rrt^inA E^inACP hinHinn 

Drotein 

w lw II 1 


(v 


1063 


GTGGCGGGCGC 


94,00 


26.43 


Hs 129710 

I0> 1 &W f 1 W 


malinnanr\/*aQ^oHatPd nrofpin 




1064 


AGAACCTTAAA 


14,00 


4,43 


HS. 181244 


major histocompatibility complex, class 1, 
A 




1065 


CCTGAAATCCC 


8,00 


2,69 


Hs. 1821 24 


ESTs 


to) 


1066 


GCGAAACCCAG 


13,00 


4,10 


Hs. 142442 


HP1-BP74 




1067 


ATGTAGGTGCC 


9.00 


2,96 


Hs. 1737 17 


phosphatidic acid phosphatase type 2B 




1068 


TTAAATAGCAC 


10,00 


3,23 


Hs. 172928 


collagen, type I, alpha 1 
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1069 


I I I IAI I I CCA 


4,00 


5,89 


Hs.93780 


ESTs, Weakly similar to ALUB HUMAN 
!!!! ALU CLASS B 


1070 


AATTACAGCCA 


4,00 


5,89 


Hs.74471 


gap junction protein, alpha 1, 43kD 
(connexin 43) 


1071 


CCTTACCTAAG 


4,00 


5,89 


Hs.240217 


dopachrome tautomerase (dopachrome 
delta-isomerase, 


1072 


CTCCCTGAACG 


4,00 


5,89 


Hs. 11006 


ESTs 


1073 


AACACGAATGA 


4,00 


1.45 


Hs.259855 


ESTs 


1074 


GTGGCAAGCAC 


4,00 


1,45 


Hs. 138860 


Rho GTPase activating protein 1 


1075 


TTCACCATCCT 


4,00 


1,45 


Hs.101395 


ESTs, Weakly similar to tetraspan NET-4 
[H. sapiens] 


1076 


AGAGGGAGTGA 


2,00 


0,78 


Hs.85201 


C-type (calcium dependent, carbohy- 
drate-recognition 


1077 


AGTCCTTGAAA 


2,00 


0,78 


Hs.81665 


v-kit Hardy-Zuckerman 4 feline sarcoma 
viral oncogen 


1078 


CCCAGCCTAAA 


2,00 


0.78 


Hs.47986 


Homo sapiens mRNA; cDNA 
DKFZp586H051 (from clone DKF 


1079 


TTTAACTGACA 


2,00 


0,78 


Hs.24880 


ESTs 


1080 


CCTTGTAATCC 


2,00 


0.78 


Hs.1 97054 


EST 


1081 


GAAGGCTTATC 


2,00 


0.78 


Hs.1 72674 


nuclear factor of activated T-cells, cyto- 
plasmic 3 


1082 


TAGCAAAGATT 


2,00 


0,78 


Hs.166172 


aryl hydrocarbon receptor nuclear trans- 
locator 


1083 


CACATCTGTAA 


2,00 


0,78 


Hs.1 6533 


myosin phosphatase, target subunit 1 


1084 


TTCAGTAATAA 


2,00 


0,78 


Hs.1 3479 


hypothetical protein FLJ20847 


1085 


GGTGAAACCCT 


2,00 


0.78 


Hs.1 17582 


CGI-43 protein 


1086 


CTTCTGCCTCA 


2,00 


0,78 


Hs.1 15896 


ESTs 


1087 


GAGAGGTGATT 


2,00 


0,78 


Hs.1 14062 


protein tyrosine phosphatase-like (proline 
instead o 


1088 


A1GIAI I I I IA 


2,00 


0,78 


Hs.1 08396 


ALR-like protein 


1089 


CTATAGGAGAC 


5,00 


1.75 


Hs.8966 


integral membrane protein 1 


1090 


TCCGTGTATAA 


5,00 


1.75 


Hs.3321 


ESTs, Highly similar to IRX3 MOUSE 
IROQUOIS-CLASS HO 


1091 


GCAAAACCCCA 


98.00 


26.53 


Hs.1 29708 


tumor necrosis factor (ligand) super- 
family, member 1 


1092 


TTCCATAGCCT 


6,00 


2.03 


Hs.8546 


Notch (Drosophila) homolog 3 


1093 


CTGTGAAATGC 


3,00 


1.11 


Hs.23618 


hypothetical protein FLJ10704 


1094 


AAAGAACATAG 


3,00 


1.11 


Hs.1 04558 


ESTs 


1095 


CACCTGTAATC 


37,00 


10,41 


Hs.275819 


EST 


1096 


GGCAACAAGAG 


9,00 


2,89 


Hs.205739 


ESTs, Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ 


1097 


GTGGCGGGTGC 


72,00 


19,32 


Hs.277015 


EST 


1098 


ACCTTCAAAAA 


4,00 


1.42 


Hs.28444 


hypothetical protein FL J 10567 


1099 


ACATCTGGCTT 


4.00 


1.42 


Hs.1 94035 


KIAA0737 gene product 


1100 


GTACGTATTCT 


6,00 


2.00 


Hs.76325 


immunoglobulin J polypeptide, linker 
protein for imm 


1101 


ATCCGCCTGCC 


6,00 


2.00 


Hs.1 67956 


ESTs, Weakly similar to KIAA0309 
[H. sapiens] 


1102 


ACCCACGTCAG 


24.00 


6,84 


Hs.1 98951 


jun B proto-oncogene 


1103 


TAATCCCAGCT 


14,00 


4.18 


Hs.238384 


EST 
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1104 


ATTGCACCACT 


46.0C 


12.50 


Hs.1 17582 


CGM3 protein 


1105 


AGGACCAAGGA 


1,00 


0.37 


Hs. 99539 


ESTs, Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ 


1106 


TAAGCTACTAA 


1,00 


0,37 


Hs.97469 


ESTs, Weakly similar to I49698 alpha- 
1,3-galactosylt 


1107 


CTCCATTGTCT 


1,00 


0.37 


Hs.93005 


slug (chicken homolog), zinc finger prote- 
in 


1108 


TGACATTAAAC 


1,00 


0.37 


Hs.87432 


ESTs 


1109 


GGATTCAAGAG 


1,00 


0.37 


Hs.86947 


a disintegrin and metalloproteinase 
domain 8 


1110 


ATGTTATCATA 


1.00 


0,37 


Hs.8325 


mitogen-activated protein kinase 9 


1111 


TACTCTGTTGA 


1.00 


0,37 


Hs.82587 


phospholipase D1, phophatidylcholine- 
specific 


1112 


GGAAAAGAAAA 


1.00 


0.37 


Hs.82141 


Human clone 23612 mRNA sequence 


1113 


TATACGTTATG 


1.00 


0,37 


Hs.78894 


KIAA0161 gene product 


1114 


CACTTGGTGAT 


1,00 


0,37 


Hs.77348 


hydroxyprostaglandin dehydrogenase 
15-(NAD) 


1115 


ATGAATGTAAA 


1.00 


0,37 


Hs.76853 


Homo sapiens mRNA full length insert 
cDNA clone EURO 


1116 


IGI I I ICAIAA 


1.00 


0,37 


Hs.75703 


small inducible cytokine A4 (homologous 
to mouse Mip 


1117 


AGTTTACGATT 


1.00 


0,37 


Hs.74649 


cytochrome c oxidase subunit Vic 


1118 


GTGGTTCATTC 


1,00 


0.37 


Hs.6853 


carbohydrate (N-acetylglucosamine 6-0) 
sulfotransfer 


1119 


CAACAAAAGCA 


1.00 


0.37 


Hs.66450 


ESTs 


1120 


CAI 1 I I I IGCG 


1.00 


0.37 


Hs.59525 


ESTs 


1121 


CTGCTAAACTA 


1.00 


0,37 


Hs.46826 


ESTs 


1122 


ACCCTGAATGG 


1.00 


0.37 


Hs.43086 


ESTs 


1123 


TTGTAACAAAA 


1.00 


0,37 


Hs.40154 


jumonji (mouse) homolog 


1124 


TGCTGTTCATA 


1.00 


0,37 


Hs.37958 


ESTs 


1125 


TATGTGGGTTA 


1.00 


0.37 


Hs.34359 


ESTs 


1126 


CAGCAATTATA 


1.00 


0,37 


Hs.32309 


inositol polyphosphate-1 -phosphatase 


1127 


CTCCATTGCCA 


1.00 


0,37 


Hs.31869 


ESTs 


1128 


GGGTGG GTCAC 


1.00 


0,37 


Hs.31500 


ESTs 


1129 


ATTCCACCACT 


1.00 


0,37 


Hs.2934 


ribonucleotide reductase M1 polypeptide 


1130 


TCTTACTCAGA 


1.00 


0.37 


Hs.285081 


ESTs 


1131 


AATAAAAAATA 


1.00 


0,37 


Hs.284275 


Homo sapiens PAK2 mRNA, complete 
cds 


1132 


GAGACAGTGAC 


1.00 


0,37 


Hs. 284 146 


hypothetical protein DKFZp762N0610 


1133 


CCTGGGCAACA 


1.00 


0,37 


Hs.273683 


EST 


1134 


CCTTTGCACTC 


1.00 


0,37 


Hs.265124 


ESTs 


1135 


TGCAGACAGGG 


1.00 


0.37 


Hs.264363 


hypothetical protein FLJ10110 


1136 


TTGGCCCAGTC 


1.00 


0,37 


Hs.25951 


Rho guanine nucleotide exchange factor 
(GEF) 3 


1137 


TCTTTAAAGTA 


1.00 


0,37 


Hs.25155 


guanine nucleotide regulatory protein 
(oncogene) 


1138 


ATATTGGTGGT 


1.00 


0,37 


Hs.250692 


hepatic leukemia factor 


1139 


GTGGCGAATGC 


1.00 


0,37 


Hs.230479 


EST 


1140 


TATTAACATTC 


1,00 


0,37 


Hs.226573 


inhibitor of kappa light polypeptide gene 
enhancer i 
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1141 


TCTCCATTCCT 


1,00 


0,37 


Hs.226573 


inhibitor of kappa light polypeptide gene 
enhancer i 


1142 


TATATAGAATG 


1.00 


0,37 


Hs.22581 


ESTs 


1143 


GCGAGATCCTG 


1.00 


0,37 


Hs. 22529 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


1144 


CACTCCAACCT 


1.00 


0.37 


Hs. 205899 


ESTs, Weakly similar to ALU 5 HUMAN 
ALU SUBFAMILY SC 


1145 


CGATGTTAAAA 


1.00 


0,37 


Hs.20072 


myosin regulatory light chain interacting 
protein 


1146 


CCTTCTGAATA 


1,00 


0,37 


Hs. 194660 


ceroid-lipofuscinosis, neuronal 3. juvenile 
(Batten, 


1147 


TGAGGATCCAG 


1,00 


0,37 


Hs.191621 


ESTs 


1148 


ATTGTACAACA 


1,00 


0,37 


Hs.184326 


CDC10 (cell division cycle 10, S. cere- 
visiae, homolo 


1149 


AGCCTATTAAA 


1,00 


0,37 


Hs. 183593 


zinc finger protein 24 (KOX 17) 


1150 


GCCCCTGCGCC 


1,00 


0,37 


Hs.1 83202 


ESTs 


1151 


GTGAATGCACT 


1.00 


0,37 


Hs. 176065 


ESTs 


1152 


TTCATTAAGAA 


1,00 


0,37 


Hs. 17411 


KIAA0699 protein 


1153 


ACCGAGGTGCA 


1,00 


0,37 


Hs. 171 882 


ESTs 


1154 


TTGGTATTGCA 


1,00 


0,37 


Hs. 163541 


ESTs 


1155 


A1GIAI 1 I ICA 


1,00 


0,37 


Hs. 161 554 


hypothetical protein FLJ20159 


1156 


GTTGAATTGCA 


1.00 


0.37 


Hs. 156828 


Homo sapiens cDNA FLJ 10522 fis, clone 
NT2RP2000845 


1157 


TCTGTCATCCC 


1.00 


0,37 


Hs. 1501 58 


ESTs 


1158 


GTGGTGCAAAC 


1.00 


0,37 


Hs. 149852 


EST, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J SE 


1159 


GGCTTTGGAAT 


1.00 


0,37 


Hs. 146481 


ESTs 


1160 


I 1 IGCI 1 1 IGA 


1,00 


0,37 


Hs. 144504 


hypothetical protein FLJ10624 


1161 


AAAGCATTAGA 


1.00 


0,37 


Hs.14155 


KIAA0653 protein 


1162 


AAACAACCCCA 


1.00 


0,37 


Hs.1369 


decay accelerating factor for complement 
(CD55, Crom 


1163 


CTCCTTGTCCC 


1.00 


0,37 


Hs. 135530 


EST 


1164 


GTGCTGCACAC 


1,00 


0,37 


Hs. 133272 


ESTs. Weakly similar to ALUC HUMAN 
!!!! ALU CLASS C 


1165 


TTTAAACTTGG 


1,00 


0,37 


Hs. 12431 


ESTs 


1166 


CGGCCCAGGTT 


1,00 


0,37 


Hs. 122823 


thousand and one amino acid protein 
kinase 


1167 


CTGACTGATGG 


1,00 


0,37 


Hs.121509 


collagen, type XI, alpha 2 


1168 


ATAGATACACA 


1,00 


0,37 


Hs.120850 


ESTs 


1169 


TGGCAGTAGTG 


1,00 


0,37 


Hs. 120644 


ESTs 


1170 


AAATCCTTCTA 


1,00 


0,37 


Hs.1 19301 


SI 00 calcium-binding protein A10 (an- 
nexin II ligand. 


1171 


TCAAACTTTGT 


1,00 


0,37 


Hs. 117582 


CGI-43 protein 


1172 


TACACCTGGAA 


1.00 


0,37 


Hs. 11 4624 


ESTs 


1173 


CAAGGAI 1 1 1 1 


1,00 


0,37 


Hs.111323 


Protein inhibitor of activated STAT X 


1174 


CTAGTATAAAA 


1,00 


0,37 


Hs.1 06650 


hypothetical protein FLJ20533 


1175 


AATATAAAAAA 


1,00 


0,37 


Hs.1 03548 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


1176 


CAAATATGGTT 


1,00 


0,37 


Hs.10351 


KIAA0308 protein 


1177 


CAAGAACAGGG 


1,00 


0,37 


Hs.102135 


signal sequence receptor, delta (translo- 
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con-associat 




1178 


TCACCGGTCAG 


61,00 


16,20 


Hs.80562 


gelsolin (amyloidosis. Finnish type) 




1179 


GTGAAAACCCC 


4,00 


1,38 


Hs.277213 


EST. Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ S 




1180 


GTGGTGGGCAC 


60,00 


15,85 


Hs.77510 


isovaleryl Coenzyme A dehvdroaenase 




1181 


GTGGTGGGTGC 


60,00 


15,81 


Hs. 136509 


EST 


10 


1182 


CCGTTGCACTC 


6,00 


1,96 


Hs.278329 


ESTs 


1183 


CATCACGGATC 


3,00 


1,08 


Hs.82112 


interleukin 1 receptor, type I 




1184 


GTATGTACAGG 


3,00 


1,08 


Hs. 164255 


ESTs, Moderately similar to 
ALU2 HUMAN ALU SUBFAMILY 


IS 


1185 


CCCTTTATATC 


3,00 


1,08 


Hs. 13766 


ESTs 


1186 


GCTCGTGGTCA 


3,00 


1,08 


Hs.1 19475 


cold inducible RNA-binding protein 




1187 


CCCATCTAGCT 


3,00 


1,08 


Hs.106070 


cyclin-dependent kinase inhibitor 1C 
(p57, Kip2) 


20 


1188 


TCTCAAAAAAA 


8,00 


2,52 


Hs.194841 


ESTs, Moderately similar to 
ALU8.HUMAN ALU SUBFAMILY 




1189 


CCCCTGGCTGG 


5.00 


1.68 


Hs.920 


modulator recognition factor I 




1190 


GGTTATTTAGT 


5,00 


1.68 


Hs.8110 


adducin 3 (gamma) 


25 


1191 


GCAAAACCTCA 


7,00 


2.24 


Hs. 156596 


ESTs, Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ 




1192 


AGTTGTTTGGT 


2,00 


0.75 


Hs.96418 


ESTs 




1193 


TCATAGCCTTG 


2,00 


0.75 


Hs. 78846 


heat shock 27kD protein 2 


30 


1194 


AGGACTGGACT 


2,00 


0,75 


Hs.75258 


H2A histone family, member Y 


1195 


TAAACCTAGGA 


2,00 


0,75 


Hs.56186 


EGF-like-domain, multiple 3 




1196 


GTGGCTCACTT 


2,00 


0,75 


Hs.285616 


ESTs 




1197 


TCATTTGGTGT 


2,00 


0,75 


Hs. 285439 


ESTs 


35 


1198 


GCCTTGGCAGT 


2,00 


0,75 


Hs.25351 


iroquois-class homeodomain protein 


1199 


CCCTTGTTCTT 


2.00 


0.75 


Hs.250723 


FK506 binding protein 12-rapaniycin 
associated protei 




1200 


GAACAGTATGA 


2.00 


0.75 


Hs. 189762 


ESTs 


40 


1201 


ATGGCAGGCGG 


2,00 


0,75 


Hs. 161 554 


hypothetical protein FLJ20159 


1202 


ACACAGCAAGA 


136,00 


34,48 


Hs.80562 


gelsolin (amyloidosis, Finnish type) 




1203 


GATCAGGCCAG 


30,00 


8,16 


Hs. 119571 


collaaen tvoe 111 alDha 1 (Ehlers-nanlrK 
syndrome 


45 


1204 


GTGAAACTCTG 


32,00 


8,57 


Hs. 188853 


Homo sapiens cDNA FLJ10150fis, clone 
HEMBA1 003395 




1205 


GGCCTGCAGGA 


6,00 


1,93 


Hs.71869 


apoptosis-associated speck-like protein 
containing a 


50 


1206 


AAATCAATACA 


7,00 


2,21 


Hs.94953 


ESTs, Highly similar to C1QC HUMAN 
COMPLEMENT C1QSU 




1207 


ATTGTACCACT 


7,00 


2.21 


Hs.7099 


hypothetical protein FLJ20265 




1208 


CGCCTGTAGTC 


29.00 


7.81 


Hs. 60088 


ESTs 


55 


1209 


GCAAAACCCAG 


4.00 


1.35 


Hs.210610 


ESTs, Moderately similar to 
ALU6J4UMAN ALU SUBFAMILY 




1210 


CTTTGATGCGG 


4,00 


1.35 


Hs. 183601 


regulator of G-protein signalling 16 




1211 


GGCCCTAGGCA 


33,00 


8,73 


Hs.78909 


butyrate response factor 2 (EGF- 
response factor 2) 


«) 


1212 


CCTGGCTAATT 


29,00 


7.72 


Hs.25661 


ESTs, Weakly similar to ALUF HUMAN 
!!!! ALU CLASS F 




1213 


CTTCCTGGCCT 


10,00 


2,96 


Hs.83623 


nuclear receptor subfamily 1, group I, 
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member 3 




1214 


GCGGGGTGGAG 


37.00 


9,65 


Hs.85155 


butyrate response factor 1 (EGF- 
response factor 1) 




1215 


GTGGCAGGCGC 


85.00 


21,18 


Hs.48604 


DKFZP434B168 protein 


5 


1216 


AGCCC AGG AG G 


9.00 


2,69 


Hs. 136340 


ESTs, Weakly similar to unnamed pro- 
tein product (H.s 




1217 


ATAGTGCCACT 


6,00 


1,90 


Hs.246717 


ESTs. Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ 


10 


1218 


CATTTGTAAAA 


3.00 


1,05 


Hs.84429 


KIAA0971 protein 




1219 


CGTACAGCCCC 


3,00 


1,05 


Hs.32580 


KIAA1448 protein 




1220 


GGGCTACGTCC 


3,00 


1,05 


Hs. 1231 07 


kallikrein 1, renal/pancreas/salivary 




1221 


ATCACACCACT 


27.00 


7,14 


Hs.234786 


KIAA0707 protein 


15 


1222 


CACTCCAGCCT 


13.00 


3.69 


Hs.193451 


ESTs, Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ 




1223 


CTTGTAATCCC 


46.00 


11,69 


Hs.1 83253 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


20 


1224 


GTGAAACCTCA 


47.00 


11,91 


Hs. 153029 


ESTs 




1225 


ATCTCAGCTCA 


12.00 


3,43 


Hs.246192 


ESTs, Weakly similar to RMS1 HUMAN 
REGULATOR OF MITO 




1226 


TATGTGCTGTA 


5.00 


1,61 


Hs.20084 


retinoid X receptor, alpha 


25 


1227 


ACTCGAATATC 


4,00 


1.32 


Hs.95655 


secreted and transmembrane 1 




1228 


GAGTCCCTGGT 


4.00 


1.32 


Hs. 68398 


period (Drosophila) homolog 1 




1229 


TGCAATATGCC 


6,00 


1,87 


Hs.750 


fibrillin 1 (Marfan syndrome) 


30 


1230 


GAAGCAATAAA 


6.00 


1,87 


Hs.1 98253 


major histocompatibility complex, class 
II, DQ alpha 


1231 


GTGAAACTCCG 


37.00 


9,36 


Hs.261734 


ESTs, Moderately similar to 
ALU7 HUMAN ALU SUBFAMILY 




1232 


GGCTGCCGAGT 


2,00 


0,72 


Hs.99829 


hypothetical protein FLJ20565 


35 


1233 


CTTAGCCCCAG 


2.00 


0,72 


Hs.96908 


ESTs 




1234 


TTATTCCACAA 


2,00 


0,72 


Hs.93765 


lipoma HMGIC fusion partner 




1235 


TCACAGCCCCC 


2,00 


0,72 


Hs.8619 


SRY (sex determining region Y)-box 18 




1236 


Till CO I I I I' 0 

1111 ( 1 ■ f 


2.00 


0,72 


Hs. 78546 


ATPase, Ca++ transporting, plasma 
membrane 1 


40 


1237 


CTTGCATAAGA 


2.00 


0,72 


Hs.72912 


cytochrome P450, subfamily I (aromatic 
compound-indu 




1238 


TATGTGTTCTC 


2.00 


0,72 


Hs.3353 


beta-1,3-glucuronyltransferase 1 (glu- 
curonosyltransf 


45 


1239 


ACTATCATCTT 


2.00 


0,72 


Hs.29117 


H. sapiens mRNA for pur alpha extended 
3'untranslated 




1240 


CGCCTATAGTC 


2.00 


0,72 


Hs.271166 


ESTs, Moderately similar to 
ALU7 HUMAN ALU SUBFAMILY 


50 


1241 


CCCGCCAGTGC 


2,00 


0,72 


Hs. 256297 


integrin, alpha 11 




1242 


TTCTAAI 1 1 1 1 


2.00 


0,72 


Hs.170414 


paired basic amino acid cleaving system 
4 


55 


1243 


CGGGAAGACAT 


2.00 


0,72 


Hs.1 54525 


K1AA1076 protein 




1244 


CCAGTAGTCCC 


2.00 


0,72 


Hs.147959 


EST 




1245 


CAGTTTGTGTT 


2,00 


0,72 


Hs. 144477 


hypothetical protein PR02975 




1246 


TCCTTTAAAAT 


2,00 


0,72 


Hs.1 0587 


KIAA0353 protein 


(V) 


1247 


GTGCTAAGCGG 


46.00 


11,41 


Hs.4217 


collagen, type VI, alpha 2 




1248 


AGAATCACTTG 


41,00 


10,16 


Hs.1 17582 


CGI-43 protein 
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1249 


GTGGTGTACGC 


9,00 


2,60 


Hs. 182225 


RNA binding motif protein 3 


5 


1250 


GCCCCAGAATC 


3,00 


1,02 


Hs.8682 


ESTs, Moderately similar to 
ALU1_HUMAN ALU SUBFAMILY 


1251 


TTGGGAGGCTG 


3,00 


1.02 


Hs. 118269 


ESTs, Weakly similar to A4601 0 X-linked 
retinopathy 




1252 


GTGGCACGCGC 


19,00 


5,01 


Hs. 187346 


ESTs 


10 


1253 


CAAGCGCTCTA 


4,00 


1,29 


Hs.23598 


CREB binding protein (Rubinstein-Taybi 
syndrome) 




1254 


AGTTCGAGACC 


4,00 


1,29 


Hs.232540 


ESTs 




1255 


AGAACCAAAAA 


4,00 


1,29 


Hs. 181 244 


major histocompatibility complex, class 1, 
A 


IS 


1256 


CTGGCTATCCG 


4,00 


1,29 


Hs. 10784 


hypothetical protein FLJ20037 




1257 


TAGTCCCAGCT 


11,00 


3,08 


Hs.274579 


ancient conserved domain protein 1 




1258 


GTGAAATCCTG 


28,00 


7,06 


Hs.53531 


lipoic acid synthetase 


20 


1259 


CCTGTAATTCC 


47,00 


11,36 


Hs. 23582 


tumor-associated calcium signal trans- 
ducer 2 




1260 


CTTCTTGCCCC 


20,00 


5.17 


Hs.251577 


hemoglobin, alpha 1 




1261 


TGGTTGGTGGT 


11,00 


3.05 


Hs. 12701 


plasmolipin 


25 


1262 


CCCGTAATCCC 


17,00 


4.46 


Hs.274168 


Homo sapiens mRNA; cDNA 
DKF2p761 P021 2 (from clone DK 




1263 


CCTGGCCAGAA 


5,00 


1.55 


Hs.261734 


ESTs, Moderately similar to 
ALU7_HUMAN ALU SUBFAMILY 


30 


1264 


CGTGTAATCCC 


12,00 


3.28 


Hs. 187761 


ESTs 


1265 


GCGAAACCTCA 


6,00 


1.81 


Hs.42644 


thioradoxin-like 




1266 


TGGTTACAAAA 


6,00 


1,81 


Hs.3850 


Homo sapiens clone 23596 mRNA se- 
quence 


35 


1267 


CCACAGCACTC 


7,00 


2.06 


Hs.273828 


ESTs 


1268 


GTGGCACGTGC 


103,00 


23,64 


Hs.278588 


ESTs, Weakly similar to ALU2 HUMAN 
ALU SUBFAMILY SB 




1269 


A1GICI 1 1 ICI 


18,00 


4.66 


Hs.1516 


insulin-like growth factor-binding protein 
4 


40 


1270 


CTTGTAGTCCC 


11,00 


3.02 


Hs.272202 


hypothetical protein FLJ20825 




1271 


CTCATCTGCTG 


10,00 


2.78 


Hs.82109 


syndecan 1 




1272 


AGGACATAATT 


too 


0,34 


Hs.93454 


ESTs 


4S 


1273 


GAGCTACACCA 


1,00 


0.34 


Hs.82171 


Human clone 191 B7 placenta expressed 
mRNA from chrom 




1274 


TTGCTACTAAA 


1,00 


0,34 


Hs.7790 


ESTs 




1275 


CTTAGTGTTTT 


1,00 


0.34 


Hs.7720 


dynein, cytoplasmic, heavy polypeptide 1 




1276 


CTGGTCCTGGA 


1,00 


0.34 


Hs.76476 


cathepsin H 


50 


1277 


GGTGGCAGTTG 


1,00 


0,34 


Hs.75794 


endothelial differentiation, lysophos- 
phatidic acid G 




1278 


CTGATATAGAC 


1,00 


0.34 


Hs.74002 


nuclear receptor coactivator 1 




1279 


TGGAAATCATT 


1,00 


0.34 


Hs.5028 


DKF2P564O0423 protein 


55 


1280 


ACTTTGAAAGG 


1,00 


0,34 


Hs.44077 


hypothetical protein FU10793 




1281 


AAAGGCACTGA 


1,00 


0.34 


Hs.3994 


ESTs 




1282 


GTTCTCTTTT f 


1,00 


0.34 


Hs.3843 


dual specificity phosphatase 7 




1283 


AGCGCAGCTGT 


1,00 


0.34 


Hs.34771 


ESTs 




1284 


ATTGTGAAGAG 


1,00 


0.34 


Hs.34578 


alpha2,3-sialyltransferase 




1285 


GCCTTCGGAAA 


1,00 


0.34 


Hs. 33104 


Homo sapiens mRNA; cDNA 
DKF2p434H2121 (from clone DK 
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1286 


GC1A! I 1 IGAI 


1.00 


0,34 


Hs.32250 


ESTs 


1287 


TATCTCTTAAA 


1,00 


0,34 


Hs. 286228 


ESTs 


1288 


TGIGAI 1 1 1 IA 


1.00 


0.34 


Hs.286163 


ESTs 


1289 


TATTTCAGATT 


1,00 


0,34 


Hs.285585 


ESTs 


1290 


ATGAI 1 1 IGAG 


1.00 


0.34 


Hs.285306 


putative selenocysteine lyase 


1291 


AATATTCATAT 


1,00 


0,34 


Hs.284311 


Homo sapiens clone 25038 mRNA se- 
quence 


1292 


AGACCCCATTT 


1,00 


0,34 


Hs.279297 


EST 


1293 


CACCCATAGTC 


1,00 


0,34 


Hs.278018 


EST 


1294 


GTCTTGCTGCA 


1.00 


0,34 


Hs. 26966 


KIAA1171 protein 


1295 


CGGCCCATCTG 


1.00 


0,34 


Hs.26290 


ESTs 


1296 


CAATCTGATGC 


1.00 


0,34 


Hs.26176 


hypothetical protein FLJ10261 


1297 


ATGTTGGGTGT 


1.00 


0,34 


Hs.260855 


Homo sapiens mRNA; cDNA 
DKFZp761G2311 (from clone DK 


1298 


ACTCTGTCTCC 


1.00 


0,34 


Hs. 259339 


EST 


1299 


GGAATACAGAA 


1.00 


0,34 


Hs.250825 


ESTs, Highly similar to vacuolar protein 
sorting horn 


1300 


ACTGGGCAAGC 


1.00 


0,34 


Hs.240062 


hypothetical protein 


1301 


GGTCAGAAATT 


1,00 


0,34 


Hs.211581 


metal-regulatory transcription factor 1 


1302 


AACCGAAGGGA 


1.00 


0,34 


Hs.20596 


ESTs 


1303 


GGGATAGAGAC 


1.00 


0,34 


Hs.202955 


hypothetical protein FLJ20507 


1304 


TTTCAGTTAGT 


1.00 


0,34 


Hs. 196284 


ESTs 


1305 


GCTATTGATGT 


1,00 


0,34 


Hs. 193398 


ESTs 


1306 


AAGAGGAGGCC 


1.00 


0,34 


Hs.1 83639 


hypothetical protein FLJ10210 


1307 


TAATACACTAA 


1,00 


0,34 


Hs. 183475 


Homo sapiens clone 25061 mRNA se- 
quence 


1308 


GCAGATGCTTT 


1.00 


0.34 


Hs.180799 


ESTs, Moderately similar to 
ALUS HUMAN ALU SUBFAMILY 


1309 


TCACAAGGCTG 


1.00 


0,34 


Hs.17998 


ESTs 


1310 


TGCGAGCTGGG 


1.00 


0,34 


Hs. 179573 


collagen, type I, alpha 2 


1311 


GGATTTGCTGC 


1,00 


0.34 


Hs. 177956 


Homo sapiens mRNA; cDNA 
DKFZp434C0926 (from clone DK 


1312 


CACGCACACAC 


1.00 


0,34 


Hs.1 77664 


KIAA0914 gene product 


1313 


ATGTGGACTGA 


1.00 


0,34 


Hs. 174905 


KIAA0033 protein 


1314 


GGAGGCAGAGC 


1.00 


0,34 


Hs.1 72838 


Human clone Z'3-1 placenta expressed 
mRNA from chrom 


1315 


GCTTTCTGTAA 


1.00 


0,34 


Hs.1 72674 


nuclear factor of activated T-cells, cyto- 
plasmic 3 


1316 


TGATTATTTAC 


1.00 


0,34 


Hs.1 6930 


ESTs 


1317 


ACATCTGCCTG 


1.00 


0,34 


Hs.161554 


hypothetical protein FLJ20159 


1318 


CTTAGTTTTAA 


1.00 


0.34 


Hs.1 61 554 


hypothetical protein FLJ20159 


1319 


AGGAAGAGTCA 


1.00 


0.34 


Hs.1 54655 


imogen 38 


1320 


CAATGCAGAGG 


1,00 


0,34 


Hs.1 50748 


malonyl-CoA decarboxylase 


1321 


TAATTCTTGTA 


1.00 


0,34 


Hs.146123 


ESTs 


1322 


CAAGGGCCCAC 


1,00 


0,34 


Hs.1 4587 


ESTs, Weakly similar to AF1 51859.1 
CGI-101 protein [ 


1323 


TTTTGAAGAAA 


1.00 


0,34 


Hs.1 44465 


ESTs 


1324 


TGTCTCCGTCT 


1.00 


0,34 


Hs.1 35150 


lung type-l cell membrane-associated 
glycoprotein 


1325 


TTTTCTTCAGG 


1,00 


0,34 


Hs.1 25753 


chromosome 2 open reading frame 2 
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a one 


MUUTCCCTCT 


1.0C 


0,34 


I Hs. 125384 


ESTs 


5 




I U 1 VjUrU 1 1 1 CT 


1,0C 


0,34 


i Hs.12501S 


l ESTs, Highly similar to KIAA0886 protein 
[H.sapiens] 




A 1 AMU I O f GAG 


1,00 


0,34 


II <4 ^\ a*% A 

Hs. 12040 


STE20-like kinase 






1 1 (jUALs 1 1 1 1 1 


1,00 


0,34 


Hs. 117582 


CGI-43 protein 






1 ATT 1 AAAAAA 


1,00 


0,34 


Hs.1 17304 


ESTs 


10 


1331 


GGCTCAGGGGC 


1,00 


0,34 


Hs.116489 


ESTs, Weakly similar to GCP170 
[H.sapiens] 






IMAM <j AAAC 


A AA 

1,00 


0,34 


Hs. 112193 


mutS (E. coli) homolog 5 






U 1 I TAAAT 


1,00 


0,34 


Hs.11171 


APG5 (autophagy 5, S. cerevisiaeHike 


15 


1334 


GCI 1 1AIGIGG 


1,00 


0,34 


Hs.1 11460 


ESTs, Weakly similar to Con1 
[H.sapiens] 




1335 


GCATACTTTAT 


1,00 


0,34 


Hs. 109370 


ESTs 




1336 


AGAATACTGAG 


1,00 


0,34 


Hs.1 06705 


neuronal PAS domain protein 2 


20 


1337 


ACCCAAAAAAA 


1,00 


0,34 


Hs.1 01 840 


major histocompatibility complex, class I- 
like seque 




1338 


GGACATTAGGG 


1,00 


0,34 


Hs.1 01 265 


(Manual assignment) MEMOREC NSM2 
(CCA1) sphingomyeli 


25 


1339 


AAAAA 1 AAATT 


1,00 


0,34 


Hs.1 00261 


Homo sapiens mRNA; cDNA 
DKFZp564B222 (from clone DKF 




1340 


A A T A ATA a^"% af% 

AGATACATAGC 


5,00 


1,53 


Hs.84045 


Homo sapiens cDNA FLJ20288 fis, clone 
HEP04414 


JO 


4 1 A A 

1341 


TGGATATCAGT 


5,00 


1,53 


Hs.7327 


claudin 1 




1342 


1 I.I ICCACITT 


5,00 


1,53 


Hs.6900 


ring finger protein 13 




1343 


GTGGCTCAGGC 


4,00 


1,26 


Hs.259047 


ESTs 




1344 


CCTGTGATTCC 


4,00 


1,26 


Hs.227961 


EST 


35 


1345 


GGCGACAGAGC 


11,00 


2,99 


Hs.92254 


hypothetical protein FLJ20163 




1346 


CCTGTGGTCCT 


11,00 


2,99 


Hs.1 20769 


Homo sapiens cDNA FLJ20463 fis, clone 
KAT06143 


40 


1347 


TGCCTGTGGTC 


16,00 


4,15 


Hs.277100 


ESTs, Weakly similar to ALU2JHUMAN 
ALU SUBFAMILY SB 


1348 


GTAAAAAAGCC 


3,00 


0,99 


Hs.98988 


ESTs 




1349 


TGTGAACACAT 


3,00 


0,99 


Hs.80645 


interferon regulatory factor 1 




1350 


AAACGAAGTTG 


3,00 


0,99 


Hs.78353 


SFRS protein kinase 2 




1351 


A A ^\ A a*^^* A A 

TACATCAGTAA 


3,00 


0,99 


Hs.65029 


growth arrest-specific 1 


45 


1352 


a^N a^ ,a*N A a^% a^> a^ a»*K .a*^ 

CCTGTAGGCCC 


3,00 


0,99 


Hs.207938 


EST 




1353 


a^H"^** 1 ^ A ^> A a*N ^» ,a*^ a#»^ 

GTGAGACCTCG 


3,00 


0,99 


Hs.203206 


ESTs, Moderately similar to 
ALU1 HUMAN ALU SUBFAMILY 


50 


1354 


TGCCACCACAC 


9,00 


2,51 


Hs.239993 


ESTs 


1355 


GCTGGATTTTG 


2,00 


0,69 


Hs.82124 


aminin, beta 1 




1356 


TCACi I I I i lA 


2,00 


0,69 


Hs.8045 


ESTs 




1357 


A A ■^aM a*H A a*^ 

ATTATCCTCAG 


2,00 


0,69 


Hs.7987 


DKFZP434F162 protein 


55 


1358 


GGATCCAATTT 


2,00 


0,69 


Hs.61796 


inscription factor AP-2 gamma (activat- 
ng enhancer 




1359 


f\ /*> A A V t A A a^^ A 

CCAATTGAAGA 


2,00 


0,69 


Hs.40328 


ESTs 




I OOU 


ttap- f if i i rznx 

1 i 1 1 1 1 


0 fift 

<£,UU 


u,oy 


nS.^ODOOl 


nypotnetical protein rLJ 10359 




1361 


GAGAGCTTTGC 


2,00 


0.69 


Hs.275374 


aldo-keto reductase family 1, member C1 
(dihydrodiol 




1362 


TACCCCCAAAC 


2,00 


0,69 


Hs.241926 


ESTs 




1363 


GGGCAGACACT 


2,00 


0,69 


Hs.1 8878 


ESTs, Weakly similar to dJ876B10.4 
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[H. sapiens] 




1364 


ATGGCGCACGC 


2,00 


0.69 


Hs. 124984 


ESTs, Moderately similar to unnamed 
protein product 




1365 


AGGTTGCCGAG 


2,00 


0,69 


Hs.1 05399 


KIAA0809 protein 




1366 


CCACTGCACCC 


20,00 


5,00 


Hs.6853 


carbohydrate (N-acetylglucosamine 6-0) 
sulfotransfer 




1367 


ATGGTGGGGGA 


18,00 


4,55 


Hs.1665 


zinc finger protein homologous to Zfp-36 
in mouse 


10 


1368 


CCCTCTCCCTT 


8,00 


2.24 


Hs.85087 


latent transforming growth factor beta 
binding prote 




1369 


TCACCAAAAAA 


6,00 


1.75 


Hs.84753 


KIAA0246 protein 




1370 


GTGAAACCCCC 


59,00 


13.37 


Hs.265865 


EST 


15 


1371 


CCTGCAATCCC 


34,00 


7.97 


Hs.3280 


caspase 6, apoptcsis-related cysteine 
protease 




1372 


GTGAAGCCCCG 


22,00 


5,34 


Hs.285592 


Homo sapiens mRNA; cDNA 
DKFZp564M1 13 (from clone DKF 


20 


1373 


CCACTGTACTC 


53,00 


11,94 


Hs.220261 


ESTs, Moderately similar to 
ALU4 HUMAN ALU SUBFAMILY 




1374 


GTGGTGGGCGC 


50,00 


11.28 


Hs.1 36810 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


25 


1375 


AGTATGACCTA 


3,00 


0,96 


Hs.74649 


cytochrome c oxidase subunit Vic 




1376 


GTGACAGCCAC 


3,00 


0,96 


Hs.74441 


chromodomain helicase DNA binding 
protein 4 




1377 


GGGCTTTTGAG 


3,00 


0,96 


Hs.29893 


Homo sapiens mRNA full length insert 
cDNA clone EURO 


M) 


1378 


GTGAGACCCCT 


3,00 


0,96 


Hs.269952 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 




1379 


GTGGTGCACAT 


3,00 


0,96 


Hs.269030 


ESTs 


:\s 


1380 


CCTGTAGTCAC 


3,00 


0,96 


Hs.268900 


ESTs 




1381 


TGGTAACTGGC 


3,00 


0,96 


Hs.1 08741 


ESTs 




1382 


GTGGTATGTGC 


5,00 


1,47 


Hs.277102 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


40 


1383 


GTAAGATTAGC 


5,00 


1.47 


Hs.250705 


ESTs 




1384 


GCGAAACCCCA 


72,00 


15,71 


Hs.2 10682 


ESTs, Weakly similar to ALU6 HUMAN 
ALU SUBFAMILY SP 




1385 


ATCGTGCCACT 


20,00 


4,81 


Hs.7615 


Homo sapiens mRNA; cDNA 
DKFZp434N2030 (from clone DK 


45 


1386 


TCTGTAATCCC 


44,00 


9,85 


Hs.1 42 


sulfotransferase family, cytosolic, 1A, 
phenol-prefe 




1387 


TTAGCCAGGCT 


11,00 


2,85 


Hs.71367 


ESTs, Moderately similar to 
ALU7 HUMAN ALU SUBFAMILY 


50 


1388 


ACAAAACCCTG 


4,00 


1.21 


Hs.268591 


ESTs 




1389 


ATCTCGGCTCA 


14,00 


3,49 


Hs.29809 


Homo sapiens mRNA; cDNA 
DKFZp434C185 (from clone DKF 


55 


1390 


CCTGTAATGCC 


13,00 


3.26 


Hs.7179 


RAD1 (S. pombe) homolog 




1391 


CCACCGCACTC 


22,00 


5.18 


Hs.222669 


ESTs, Moderately similar to 
ALU4 HUMAN ALU SUBFAMILY 




1392 


GTGGTGTGTGC 


38,00 


8.50 


Hs.27038 


Homo sapiens mRNA; cDNA 
DKFZp434G2127 (from clone DK 


to 


1393 


ATGAAACCCCA 


27,00 


6,22 


Hs.285341 


ESTs, Weakly similar to ALUC HUMAN 
!!!! ALU CLASS C 
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1394 


CCTGTAGCCCC 


7,00 


1 92 


Hs 277320 


EST Weaklv similar tn Al I Ifi Ml IMAM 
i , v«cai\iy annual IU nLUO fiUIVl/MN 

ALU SUBFAMILY SP S 


1395 


I I I I IAAAAAA 


2,00 


0.66 


Hs.77840 


annexin A4 


1396 


AAGGAGCAAGT 


2 00 


0,66 


Hs 76688 


CarbOXVlesfera^P 1 /mnnn. 

cvte/macroDhaae serine ester 


1397 


AC I I I I I IAIG 


2,00 


0,66 


Hs.697 


cytochrome c-1 


1398 


ATTGAGCCACA 


2 00 


0 66 

W, WW 


Hs 63290 


2-hvdroxvDhvtanovLr;riA luaco 


1399 


ACCACAAAAAA 


2,00 


0.66 


Hs.469 


succinate dehydrogenase complex, 
subunit A, flavopro 


1400 


ATCACAGCTCA 


2,00 


0,66 


Ks 29590 


ESTs 


1401 


TGGTTCCAGCT 


2,00 


0,66 


Hs.278541 


ESTs. Weakly similar to alternatively 
spliced produc 


1402 


TGACTGGCTTT 


2,00 


0.66 


Hs.274439 


Homo sapiens cDNA FLJ11265 fis, clone 
PLACE1009158 


1403 


GTGGTGGACCC 


2 00 

WW 


0,66 


Hs 270901 

• Iw.b 1 WWW 1 


ESTs 


1404 


CTGCTGTACTC 


2,00 


0,66 


Hs 22826 


trODOmodulin 3 fubinnitmi<;\ 

*• wwwi I IWvlwltl 1 W \Uwl^UllUUd / 


1405 


ATGATAATTAA 


2,00 


0 66 

W, WW 


Hs 170142 


ESTs 


1406 


TAAAATAAGGG 


2 00 

A>, WW 


0,66 


Hs 169487 


Kreisler fmouse\ maf-relafprf lanrino 

imwiwiv) \iiiwwwwy Dial fClaiwu IwuwtllC 

zipper homolog 


1407 


GAGAGAGAGAA 


2,00 


0,66 


Hs. 169391 


ESTs 


1408 


TACCCTGAAAC 


2,00 


0,66 


Hs.144018 


ESTs 


1409 


ACTGCCCGCTG 


12,00 


3.03 

"i ww 


Hs.81071 


extracellular matrix nrotein 1 


1410 


GGTGAGCGTGT 


5 00 

w,ww 


1,44 


Hs.2913 


EphB3 


1411 


GTGGTGGATGC 


5,00 


1,44 


Hs.277904 


EST 


1412 


ACTGTGCCACT 


5 00 


1 44 


Hs 161554 


hvnnthptiral nrntoin PI \0Cii 5Q 
i lypuu leiiwoi piwicui rLJ^U I J? 


1413 


GTGGCAGGCAC 


68 00 

WW, WW 


14 52 




Hi! ALU CLASS C " 


1414 


CCCACTTGTAA 


12,00 


3 00 

w, ww 


Hs 75922 


brain nrnfein 13 


1415 


GCCCTTTCTCT 


13 00 

i w,ww 


3 21 


Hs 7835 

1 iw. r www 


wiiuuwyuw icwCyiUf ^iMaui upildyc man- 
nose receDtnr fami 

» iwww • wvv(/(wi i at ill 


1416 


AGACCTCCTTC 


6,00 


1,67 


Hs.281706 


sortilin 1 


1417 


AGTGGTGGCTA 


6 00 

W, WW 


1 67 

1 , w/ 


Hs.230 


fibromodulin 

1 IWI Wl ■ IVU Willi 


1418 


GGACAGATGTA 


3,00 


0.93 


Hs.75356 


transcription factor 4 


1419 


GTGGCGAGCAC 


3,00 


0 93 

w, ww 


Hs 261831 


EST 


1420 


ATGGTGTGTGC 


3 00 


0 93 

V, WW* 


Hs 193347 

119. 1 www*? 1 


PSTs 








0 


Uc 1fi3fiT 
no. I OOOr 


uanscnpuon taczor Mr-^c atpna (activating 
enhancer 


1422 


GTGAGTGCCCT 


3 00 

W, WW 


0 93 


Hs 171872 

I lO. If 1 W / £m 


HFAD/W /Acn-T5lM-Ala_Acn/Mic\ S/sv 
L^C/AL//in ^A\5p"V5IU*r\la*Mwp/ril5/ DOX 

polypeptide 8 (RNA 


1423 


GCGGAACCTCA 


3,00 


0,93 


Hs 10700 

1 Iwt 1 W 1 WW 


hvnotheficat nrotpin 

i *y ^/wii iwiiwOii ^iwiwiii 


1424 


GTGTGGGGGGC 


41,00 


8,95 


Hs.2340 


junction plakogtobin 


1425 


GTGAAACTCCA 


32,00 


7 12 
* , i & 


Hs 140002 

IWi 1 tWWW^w 


ESTs Moderatelw similar fn 

ALU7_HUMAN ALU SUBFAMILY 


1426 


CCACTACACTC 


29,00 


6 50 

W, WW 


Hs 83429 


tumor npcrftcte fartnr /linanrl^ ennar. 
Familv member 1 


1427 


ACGGAAGTTTT 


4,00 


1.18 


Hs. 144974 


ESTs, Highly similar to unnamed protein 
product [H.s 


1428 


GTGAAACCCGT 


13,00 


3,18 


Hs.278577 


Homo sapiens mRNA; cDNA 
DKFZp564P073 (from clone DKF 


1429 


TCAAACTGTGA 


5,00 


1,42 


Hs.94881 


ESTs 1 
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1430 


CATCGAAAGTT 


2,00 


0,64 


Hs.80618 


hypothetical protein 


1431 


AGTAATCATCA 


2,00 


0,64 


Hs. 75925 


proteasome (prosome, macropain) inhibi- 
tor subunit 1 


1432 


AATAATCCTGG 


2.00 


0,64 


Hs. 62908 


ESTs 


1433 


GTATTCCTAAA 


2,00 


0,64 


Hs.5724 


ESTs, Weakly similar to multi PDZ do- 
main protein MUP 


1434 


CTGGGAAGCAT 


2,00 


0,64 


Hs.42311 


ESTs 


1435 


GATCAAAACTG 


2.00 


0,64 


Hs.41267 


c21orf7 form A-D 


1436 


GTGACAGGCGC 


2,00 


0,64 


Hs.278879 


ESTs, Moderately similar to 
ALUA HUMAN !!!! ALU CLAS 


1437 


GCACCGTGGAA 


2,00 


0,64 


Hs.27299 


transcriptional regulator protein 


1438 


TTAACTGTATT 


2,00 


0,64 


Hs.1 80952 


actin, beta 


1439 


ATGTTAGAGAC 


2,00 


0,64 


Hs.1592 


CDC16 (cell division cycle 16, S. cere- 
visiae, homolo 


1440 


ATCGCATCACT 


2.00 


0.64 


Hs. 158126 


ESTs 


1441 


GACTCTGGAGA 


2,00 


0.64 


Hs.1 54567 


supervillin 


1442 


AAACTGTTCAA 


2.00 


0.64 


Hs. 118978 


KIAA0256 gene product 


1443 


ACCAACACGGG 


2 00 


0,64 


Hs.1 09005 


ESTs 


1444 


AAAGATGTATC 


1,00 


0,32 


Hs.979 


pyruvate dehydrogenase (lipoamide) 
beta 


1445 


AAAAC AG C AAG 


1,00 


0,32 


Hs. 92909 


SON DNA binding protein 


1446 


I I I ICAGGIAA 


1,00 


0,32 


Hs.91773 


protein phosphatase 2 (formerly 2A), 
catalytic subun 


1447 


TGCCTCCCAGC 


1.00 


0,32 


Hs.90527 


HSPC128 protein 


1448 


TAAGTGAACAT 


1,00 


0,32 


Hs.83164 


collagen, type XV, alpha 1 


1449 


I I I IGCI CAGA 


1,00 


0,32 


Hs.8102 


ribosomal protein S20 


1450 


CATTCTCCCAG 


1,00 


0,32 


Hs.79110 


nucleolin 


1451 


GTTTCAGCACT 


1.00 


0.32 


Hs.77502 


methionine adenosyltransferase II, alpha 


1452 


GTAACTCTATG 


1.00 


0,32 


Hs.7277 


peroxisomal biogenesis factor 3 


1453 


GTTCTATTGTA 


1.00 


0,32 


Hs.6909 


DKFZP564G202 protein 


1454 


CTATATTGTAA 


1,00 


0,32 


Hs.65919 


ESTs 


1455 


GTGAAACATTG 


1,00 


0,32 


Hs.6567 


Homo sapiens mRNA; cDNA 
DKFZp434C136 (from clone DKF 


1456 


GTATTGAAGTT 


1.00 


0,32 


Hs.6079 


B cell RAG associated protein 


1457 


CTTTAGAAGCA 


1.00 


0,32 


Hs.5669 


ESTs 


1458 


TGACTCCTCAA 


1,00 


0,32 


HS.47007 


mitogen-activated protein Kinase kinase 
kinase 14 


1459 


C I I I I A TGGAC 


1.00 


0,32 


Hs.44833 


ESTs 


1460 


TAAATCTACAA 


1.00 


0,32 


Hs.44701 


ESTs 


1461 


TTCCCAAATGA 


1,00 


0.32 


Hs .44257 


Homo sapiens mRNA; cDNA 
DKFZp76202215 (from clone DK 


1462 


GTAAGAGTTCT 


1.00 


0.32 


Hs.4084 


KIAA1 025 protein 


1463 


ATGCCATTGGA 


1,00 


0,32 


Hs.30213 


ceroid-lipofuscinosis, neuronal 5 


1464 


AGGAAATGGAT 


1,00 


0,32 


Hs.30194 


ESTs 


1465 


AACAAGCTGGG 


1,00 


0,32 


Hs.29759 


RNA POLYMERASE I AND TRAN- 
SCRIPT RELEASE FACTOR 


1466 


TGCACTTGAGA 


1.00 


0,32 


Hs.29055 


ESTs 


1467 


GCATTCTGGTT 


1.00 


0,32 


Hs.286261 


ESTs 


1468 


GTGGCCACCCT 


1,00 


0,32 


Hs.286217 


KIAA0685 gene product 


1469 


AAGGTGGTTGT 


1.00 


0,32 


Hs.285999 


trinucleotide repeat containing 15 
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1470 


AGAACTACGTG 


1,00 


0,32 


! Hs.284176 


hypothetical orotein PR02221 


1471 


AATTTGGGAGA 


1,0C 


0,32 


' Hs. 279882 


PC326 prote . 


1472 


GGGAAACCCCT 


1,00 


0.32 


Hs.279408 


EST 


A A T O 

1473 


U I I AU I U I I CiA 


1,00 


0,32 


Hs.27342 


ESTs 


A A ^ A 

147^ 


ACCGTGCCACT 


1,00 


0,32 


Hs.270667 


ESTs 


1475 


A<J<jC I Ub IMA 


1,00 


0.32 


Hs.26322 


cell cycle related kinase 


1476 


lUl i I I CiGCiAU 


1,00 


0.32 


Hs.257312 


EST 


1477 


ACTGATCTTGT 


1,00 


0.32 


Hs.251871 


CTP synthase 


1478 


AAGTCTGTAGA 


1,00 


0,32 


Hs.250863 


ESTs 


1479 


ATGGGGAAAGA 


1,00 


0,32 


Hs.24989 


ESTs 


1480 


ACAGTGCCACT 


1,00 


0,32 


Hs.246374 


ESTs 


1481 


TGTGGGGACAA 


1.00 


0.32 


Hs.245017 


EST 


1482 


>^ A A ^^^^ ^^^^ A Jp*. 

CAAGTCTCCAG 


1,00 


0,32 


Hs.241515 


C0X11 (yeast) homolog, cytochrome c 
oxidase assembly 


1483 


TTCCCTCCAAA 


1,00 


0,32 


Hs.239727 


desmocollin 2 


1484 


ATGTATAGGGC 


1.00 


0,32 


Hs.238809 


ESTs 


1485 


GGTTGTTGCGG 


1.00 


0.32 


Hs.23823 


ESTs 


1486 


TCTTCTTAATA 


1.00 


0.32 


Hs.23047 


ESTs, Weakly similar to predicted using 
Genefinder [ 


1487 


GCTCATTTCAG 


1.00 


0.32 


Hs.22870 


Homo sapiens mRNA full length insert 
cDNA clone EURO 


1488 


AGTTCCAGACC 


1.00 


0.32 


Hs.223935 


EST 


1489 


AGTCAGTGGGA 


1.00 


0.32 


Hs.21943 


ESTs, Weakly similar to ORF YGL221C 
[S.cerevisiae] 


1490 


TTTCCAATGGA 


1,00 


0.32 


Hs.21756 


translation factor suil homoloq 


1491 


IACAI I IGAAI 


1,00 


0,32 


Hs.21537 


protein phosphatase 1, catalytic subur 
beta isofo 


1492 


II 1 1 CTGTATT 


1.00 


0.32 


Hs.21356 


lypothetical protein DKFZp762K201 5 


1493 


AGAAAGATGGA 


1.00 


0.32 


Hs.211577 


kinectin 1 (kinesin receptor) 


1494 


TTTACC I ! TGG 


1.00 


0.32 


Hs.21108 


ESTs 


1495 


TACGATATTCA 


1.00 


0.32 


Hs.207776 


aspartylglucosaminidase 


1496 


GCACTGGGGCA 


1.00 


0.32 


Hs. 206259 


Homo sapiens mRNA for KIAA1190 
protein, partial cds 


1497 


GCTGCTAGAAA 


1.00 


0.32 


Hs. 197751 


KIAA0666 protein 


1498 


GGGTAGAGAGT 


1.00 


0,32 


Hs. 196437 


hypothetical protein FLJ 10788 


1499 


ATCGGCTCCCA 


1.00 


0.32 


Hs. 194478 


Homo sapiens mRNA; cDNA 
DKFZp43401572 (from clone DK 


1500 


ATAATGGAGTG 


1.00 


0.32 


Hs. 17850 


ESTs 


1501 


GAAGAAAGACT 


1.00 


0.32 


Hs. 172506 


myosin VB 


1502 


TGCCTGACAAG 


1,00 


0,32 


Hs.169160 


ESTs 


1503 


TTCCTGTAATC 


1,00 


0.32 


Hs.167106 


proteasome (prosome, macropain) sub- 
unit, alpha type. 


1504 


AAATATTAAAC 


1,00 


0,32 


Hs. 16364 


hypothetical protein FLJ 10955 


1505 


ATAAAGCCGAA 


1.00 


0,32 


Hs.1 59471 


ZAP3 protein 


1506 


AGGCTGAGGCG 


1,00 


0.32 


Hs. 156292 


ESTs 


1507 


TAGTGCTCTCA 


1.00 


0,32 


Hs. 154424 


deiodinase, iodothyronine, type II 


1508 


TTCATAAAAAA 


1,00 


0,32 


Hs. 154057 


matrix metalloproteinase 1 9 


1509 


GTGGCTACAGT 


1,00 


0,32 


Hs.151251 


ESTs 


1510 


fAAICI I ICI 1 


1.00 


0,32 


Hs.151236 


highly charged protein 


1511 


GATGGGGAAAT 


1,00 


0,32 


Hs.14520 


eukaryotic translation initiation factor 2C, 
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1512 


ACTAAGTGCTA 


1,00 


0,32 


Hs. 132739 


1 

l-mfa domain-containing protein 




1513 


CGGTTATTTAA 


1,00 


0,32 


Hs. 119488 


cystein-rich hydrophobic domain 2 




1514 


AGTGTGGGACT 


1.00 


0,32 


Hs.1 18821 


CGI-62 protein 




1515 


ATAGTTTAGCA 


1,00 


0,32 


Hs.1 12157 


ESTs 




1516 


CACCGAGACCA 


1,00 


0,32 


Hs.107169 


insulin-like growth factor binding protein 
5 




1517 


AAATGACAATA 


1,00 


0,32 


Hs.1 04904 


ESTs 




1518 


TGACCAGGCGC 


1,00 


0,32 


Hs.1019 


parathyroid hormone receptor 1 




1519 


GGGCATCTCTT 


38,00 


8,11 


Hs.76807 


major histocompatibility complex, class 
II, DR alpha 




1520 


GTGGCGGGAGC 


6,00 


1,62 


Hs.68257 


general transcription factor IIP, polypep- 
tide 1 (74k 


15 


1521 


GAGAAACCCCG 


40,00 


8,44 


Hs.5486 


clone FLB5214 




1522 


AAATGCGAACA 


4,00 


1,16 


Hs.5672 


ESTs, Weakly similar to Similarity to 
Yeast D-lactat 


20 


1523 


ATCCACCTGCC 


3,00 


0,91 


Hs.231656 


EST 




1524 


GCCAGCTGACA 


3.00 


0.91 


Hs.1 18913 


ESTs 




1525 


AGAAAGAATCT 


3.00 


0.91 


Hs.1 07979 


small membrane protein 1 




1526 


TGCCCCTTGCC 


3.00 


0.91 


Hs.105700 


secreted frizzled-related protein 4 


25 


1527 


GAGAAACCCTG 


35,00 


7.42 


Hs.1 94359 


ESTs. Weakly similar to ALUC HUMAN 
!!!! ALU CLASS C 




1528 


TTGCTGACTTT 


36,00 


7,54 


Hs.1 08885 


collagen, type VI, alpha 1 


30 


1529 


AGGCTGAGGCA 


11,00 


2,64 


Hs.1 7834 


downstream neighbor of SON 


1530 


TCACTGCATTC 


5,00 


1,37 


Hs.235587 


EST 




1531 


CTTAAAAAAAA 


5,00 


1,37 


Hs.1 76626 


hypothetical protein EDAG-1 




1532 


GTGAAAACCTG 


9,00 


2,22 


Hs.283606 


ESTs, Moderately similar to 
ALU5 HUMAN ALU SUBFAMILY 


35 


1533 


AGCCACCGTGC 


31.00 


6.52 


Hs.240845 


DKFZP434D146 protein 




1534 


GTGGCACATAC 


6.00 


1.57 


Hs.205353 


ectonucleoside triphosphate diphospho- 
hydrolase 1 


40 


1535 


CCATTGTACTC 


15.00 


3.39 


Hs.1 08740 


DKFZP586A0522 protein 


1536 


TGCCTGTAATC 


51.00 


10,11 


Hs.167135 


Homo sapiens cDNA FLJ 10728 fis, clone 
NT2RP3001236 




1537 


TTAGCCAGGAT 


19.00 


4,15 


Hs.211457 


EST 


45 


1538 


TAGGGAATGAA 


3,00 


4,35 


Hs.59545 


ring finger protein 15 


1539 


AAAGCATTTCT 


3,00 


4,35 


Hs. 36688 


ESTs, Moderately similar to WAP four- 
disulfide core 




1540 


ATGACCCGCAG 


3,00 


4,35 


Hs.286254 


ESTs, Weakly similar to AF170723J 
protein kinase ST 


50 


1541 


A! I 1 1 I I ICAG 


3.00 


4,35 


Hs.278004 


EST 




1542 


GCAAGCCATTT 


3,00 


4,35 


Hs.272813 


dual oxidase 1 




1543 


GAI 1 1 I I I I I I 


3.00 


4,35 


Hs.227913 


API5-like 1 




1544 


TCTCTTGGGGT 


3.00 


4,35 


Hs.1 6740 


hypothetical protein FLJ 11036 


55 


1545 


TGTGTGTAACA 


3,00 


4,35 


Hs.1 56457 


ESTs 




1546 


CCTTTGTCTTT 


3,00 


0,88 


Hs. 99654 


protein-O-mannosyltransferase 1 




1547 


AATTGTAGTTA 


3,00 


0,88 


Hs.6809 


RAP2A, member of RAS oncogene 
family 


60 


1548 


AGCCACTGTAC 


3.00 


0,8" 


Hs.55346 


ESTs, Weakly similar to Z141 HUMAN 
ZINC FINGER PROTE 
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1549 


CAAACTCAAAA 


3,00 


0,88 


Hs.279809 


hypothetical protein PR0 1741 




1550 


GAGCACTTGGG 


^ no 


n ftp 


He 1ft90T7 


pepiiayiproiyi isomerase A (cvclODhthn A^ 




1551 


AJkG 1 Tl 1" I AC5T 

nnvj i i i i ■ f\ \j i 




n An 
u,oc 


ns. i f 


Co 1 S 




155? 


TTT£5AGGATTf^ 

1 1 I VJnwVJH 1 1 VJ 


^ nn 




We 1/l7Q1fi 


utAU/pi (Asp-Glu-Ala-AspyHis) box 
polypeptide 3 


1 1) 


1553 


TAGTTG G AACT 


^ no 


n ftp 

w t OO 


1 1 1 Q 


nuciear receptor subfamtly 4, group A, 




1554 


TTGACCAGGCT 


13,00 


2,98 


Hs. 285080 


ESTs 




1555 


CTTATTI GTTT 

i I n ill ill 


s on 

W t WW 


1 *\A 


He 41 1>d 


piasim o ( i isoTormj 


1 c 
1 j 


1556 


AGCTTCCAGCC 


5 00 

W , W w 


1 34 




co 1 5, nigniy similar 10 unnamed protein 

nmrii irt rH c 
piuuuu L*<>o 




1557 


CACCCCCTCGC 


2.00 


0,61 


Hs.91246 


hypothetical protein DKF2p5470146 




1558 

I wwW 


TCTCCAGGACA 


2 00 


0 61 


He an?*, 


norno sapiens cione do (of and £d(oZ 

nir\i>ir\ ocv^ucriwco 


20 


1559 


TATTTCAATTG 


5 00 


0 61 


He 7Q^n7 
rid. r 9JUr 


(\iMAuoOit p roie in 




1560 


CAGGTTGAAGT 


2,00 


0,61 


Hs.79219 


RalGDS-like gene; KIAA0959 protein 




I OOl 


TAT/^TTAAT^T 


o nn 


11,01 


ns. / o4l 


to I s t weaKiy similar to DUS8 HUMAN 

m JAI ^PPPIPIPITV ~" 


J. j 


1565 


GACTGCTCTGG 


2 no 

&,WW 


n 61 

w,U 1 


He ^647<; 


CO 1 s 




1 JDO 


GAAGAGTGCTr 
vjnnOAO i O w 1 V-/ 


o nn 

&,uw 


n 61 


He ^OOnA 


CO 1 s 








9 nn 


n 




co i s, weaKiy similar to macrophage 

lectin 9 rw canio 


Mi 


1565 

1 www 


CTTGTAATCTC 

w i i vj i nn i w i w 


2 00 


0 61 


He 97Rn09 

119.6 1 OUUiL 


CO 1 




1566 

1 wvw 


TTACAATCACA 


2 00 

i 1 WW 


0 61 

w,w 1 


He 21576 


CO 1 o 




1567 


GTGAAATCCAG 


2,00 


0,61 


Hs. 183275 


ESTs 




I jgo 


PPTHTAATAPP 


q nn 


0 17 


He QOOC^d 


nypoineticai protein rLJzo 163 


35 


1 ^RQ 

1 JV9 


AAAAf^PAf^AAA 


^ nn 


i,n 


He ^,470^ 


F\ruppeHiKe tactor 5 (intestinal) 






1 1 1 nn^PPTAA 
1 1 1 OvjOvv 1 MM 


ip nn 


^ Qfi 


Ue o^n^on 


COT 
CO 1 




1571 


CCTGTGGTCCC 


52,00 


10,04 


Hs.249373 


Homo sapiens clone FLB2543 


40 




1 Abu 1 ULU 1 1 o 


C Art 

5,00 


1,32 


nS. 199160 


myeloid/lymphoid or mixed-lineage leu- 
Kemia (minora 




I Jr j 


r^TfiAr^APPPTf^ 


oo nn 




We 1 *^^7^ft 

ns.i OOY DO 


polymerase (UNA-oirected) kappa 




1574 


GCGAAACCCCG 


65,00 


12,25 


Hs.30376 


hypothetical protein 


-45 


1 0 f 0 


P P A P Tf5 P A TTP 


nn 




ns.^/w40o 


bo I s, weakly similar to ALUC HUMAN 
!!!! ALU CLASS C 




4 C7C 

1 07o 


oboAl UoOuUU 


6,00 


1,52 


is. 12865 


p47 




4 C77 

ID/f 




o nn 


2,13 


Hs.317 


topoisomerase (DNA) 1 


50 


1 £7Q 


A 1 oo 1 ooo 1 


q nn 

y,uu 




nS.zUwOOz 


ESTs, Weakly similar to ubiquitous TPR 

mOur, Y ISOr 




1 S7Q 


ATPTT^^PTPA 


7 nn 


1 79 


We RfiQ^fl 


mierreron (aipna, oeta ana omega) re- 
ceptor 2 




1580 

1 *J ww 


GTGAAACACCG 


10 00 


2 32 

&,w£ 


He 2n7766 




55 


1581 

1 w W 1 


CGTTCATTCAT 


3 00 

W, WW 


0 66 


He 61^Q 
no.w i w?? 


oynapiugynn i 




1582 


CC AT AATGTTG 


3 00 

W, WW 


0 86 

W, WW 


He 3QQ67 

no. wwwwf 


jiCwfsouin & (mouse) nomoiuy 




1583 


CTCTACGCATT 


3,00 


0,86 


Hs.278573 


binding factor-2 


m 


1584 


ATGCAGAGGTG 


3,00 


0,86 


Hs.210706 


ESTs, Weakly similar to AF21 1 175 J 
unknown [H.sapien 




1585 


GCCAACAGCAT 


3,00 


0,86 


Hs. 155606 


paired mesoderm homeo box 1 




1586 


CCTGTAATCAC 


8,00 


1.92 


Hs.266136 


ESTs 




1587 


GGATATGTGGT 


21,00 


4,34 


Hs.738 


early growth response 1 
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1588 


GCTCACACCTG 


4,00 


1,09 


Hs.60617 


sialyltransferase 4A (beta-galactosidase 
alpha-2,3-s 


1589 


CATACAGAAAA 


4,00 


1,09 


Hs.3107 


CD97 antigen 


1590 

1 WWW 


TATCCCAGAAC 


27,00 


5 40 


Hs. 169286 


crystallin, beta B2 


1591 


CGCCTGTAATC 


33,00 


6,46 


Hs.235083 


EST 


I OwX 




49 00 


9 23 

w, fcw 


Hs 71475 


iv/Dothetical Drotein 


I w27w 


ATPATACCACT 

pa i ua i r^w wr^w t 


6 00 


1 t 50 


Hs 224071 


EST, Weakly similar to ALUC HUMAN 
!!!! ALU CLASS C W 


1594 


GTGGCGTGCAC 


19,00 


3,94 


Hs.228163 


EST 




TTGCCCAGGCT 


50,00 


9,38 


Hs.56027 


Homo sapiens mRNA; cDNA 
DKFZp586J1717 (from clone DK 


1596 


CCGGTAATCCC 


7,00 


1,70 


Hs.272813 


dual oxidase 1 


1597 


AGCCACTGTGC 


24,00 


4,81 


Hs. 180606 


EST 


1598 
i www 


GTGGTGCACAC 


48,00 


8,93 


Hs.272173 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


1599 


CCCACTCTTTG 


3 00 

W, WW 


0.84 


Hs.9414 


KIAA1488 protein 


I OUU 


P A A A ATPTTd A 


3 00 

w ( WW 


0,84 


Hs.75431 


ibrinogen, gamma polypeptide 


l uu I 


CCTC1TAGACCC 

ww i vj i r^\j*^www 


3,00 


0,84 


Hs.5123 


inorganic pyrophosphatase 




TPPTGGTTATT 


3,00 


0,84 


Hs.4084 


KIAA1025 protein 




T^PTAGATTGG 

1 ww 1 A\Or\ 1 1 ww 


3 00 

w» ww 


0 84 


Hs 239663 


myeloid/lymphoid or mixed-lineage leu- 
kemia (trithora 


1 find 


AAPPPGGGAGA 


3,00 


0,84 


Hs.236241 


EST 


I DUO 


1 Aw 1 wOO 1 1 w 1 


3 00 

w» WW 


0,84 


Hs 119394 


ESTs 


I QUO 


OMwwOww I ww^ 


3 00 

W , WW 


0,84 


Hs.1 11279 


Hypothetical protein 


I Dv f 


ATTTGTGTGTA 


2,00 


0,59 


Hs. 94499 


ESTs 


1 QUO 


GTTPPAAGPAA 


2 00 


0,59 


Hs.94011 


ESTs, Weakly similar to MAGE-B4 
[H.sapiens] 


A fifiG 

i ouy 


PTATPTGTGGA 

w 1 r\ I w 1 w l OvJA 


2 00 


0,59 


Hs.9176 


ESTs 


1 0 lU 


Gr^PPPAGAGPP 

www w vnVJAO w w 


2 00 

4- , WW 


0,59 


Hs 91246 


hypothetical protein DKFZp5470146 


101 1 


TT^ATGPPPAG 


2 00 

WW 


0,59 


Hs 8503 


ESTs 


ARAO 


T A TTfSTTA AAA 


2 00 


0,59 


Hs.7984 


ESTs 


1 0 I O 


PAATPTTTCAA 

won 1 w 1 1 1 wnn 


2,00 


0 59 


Hs.78909 


butyrate response factor 2 (EGF- 
response factor 2) 




PTTPPTTGTGT 

W 1 1 WW 1 I w 1 w l 


2,00 


0,59 


Hs.6298 


KIAA1151 protein 


1fi1 ^ 


GAPAGTGATAG 


2,00 


0,59 


Hs.53913 


hypothetical protein FLJ10252 


1fi1fi 


OOww 1 w 1 OA 1 w 


2 00 


0,59 


Hs 46670 


PR01575 protein 


A £A 7 
101/ 


r*ip^TPPPPP AP 

Oww 1 wwwWwMw 


£,vv 


0 59 

W, ww 


Hs 40109 

1 Iw. TV 1 WW 


KIAA0872 protein 


JDlO 


nf^AflPAf^APGP 


2 00 


0 59 

W, ww 


Hs 31718 

1 1 W • W 1 f 1 w 


Homo sapiens cDNA FLJ11034 fis, clone 
PLACE1004258 


id iy 


PTfiPPPTPTGP 

w 1 O www 1 w 1 Ow 


2 00 


0 59 

w , w w 


Hs 27801 

1 IW.bl WW I 


zinc finger protein 278 


1fi9H 


GGPTCTTCTGG 

\JVJv 1 w l 1 w l ww 


2,00 


0.59 


Hs.27721 


hypothetical protein FLJ20353 


1fi*51 
I Oil 


TT^PAATAGGT 

1 1 OvAA 1 ^ww 1 


2 00 

fc, WW 


0,59 


Hs.25625 


hypothetical protein FLJ 11323 


1 W^£ 


TGATGATCATT 


2 00 


0.59 


Hs.22394 


hypothetical orotein FLJ 10893 


1623 

1 W£. w 


CCCAAACGGTA 


2,00 


0,59 


Hs. 195453 


ribosomal protein S27 (metallopanstimu- 
lin 1) 


1624 


TTGGCCAAGAT 


2.00 


0.59 


Hs. 19522 


hypothetical protein PR02849 


1625 


TTTACCTGTTG 


2,00 


0,59 


Hs. 173381 


dihydropyrimidinase-like 2 


1626 


TGTCAATGGGG 


2,00 


0,59 


Hs. 169055 


golgi autoantigen, golgin subfamily a, 2 


1627 


CTTCCGGGTAA 


2,00 


0.59 


Hs. 108924 


DKFZP586P1422 protein 


1628 


AAGGTTCTTCT 


1,00 


0.29 


Hs.89695 


insulin rec ptor 
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1629 


IAAI I I IAAAC 


1,00 


0.29 


Hs.8861 


ESTs 




1630 


TTAAATGCTCT 


1,00 


0,29 


Hs.82501 


similar to mouse Xrn1 / Dhm2 protein 


s 


1631 


AGCTCCCAAGA 


1,00 


0,29 


Hs.80475 


polymerase (RNA) II (DNA directed) 
polypeptide J (13 




1632 


TGCTGCGGAAG 


1,00 


0,29 


Hs. 80306 


Homo sapiens mRNA, clone:RES4-4 


10 


1633 


GAGCAGTGCTG 


1,00 


0,29 


Hs.7636 


feline sarcoma (Snyder-Theilen) viral (v- 
fes)/Fujina 




1634 


CAAGGAAATGT 


1,00 


0,29 


Hs.64840 


ESTs 




1635 


GCAACACCGGA 


1,00 


0,29 


Hs.63525 


poly(rC)-binding protein 2 


IS 


1636 


GCCAAAGATGT 


1,00 


0.29 


Hs.58636 


squamous cell carcinoma antigen recog- 
nized by T cell 




1637 


GTTGCAGGCGC 


1,00 


0,29 


Hs.581 1 


hypothetical protein FLJ20467 




1638 


TCTTTAAAAAA 


1,00 


0,29 


Hs.55999 


ESTs 




1639 


TGTGCTTCTAG 


1,00 


0,29 


Hs.38613 


ESTs 


20 


1640 


TATCAAAAAAA 


1,00 


0,29 


Hs.32491 


ESTs 


1641 


TAACTCCTAGT 


1,00 


0,29 


Hs.31845 


ESTs 




1642 


TGATATTAAAG 


1,00 


0,29 


Hs.30661 


eledron-transferring-flavoprotein dehy- 
drogenase 


->< 

—J 


1643 


AAACCAATTTT 


1,00 


0.29 


Hs.30483 


Homo sapiens mRNA; cDNA 
DKFZp4340l 31 1 (from clone DK 




1644 


AAGAACTCAGG 


1,00 


0.29 


Hs.30250 


v-maf musculoaponeurotic fibrosarcoma 
(avian) oncoge 




1645 


CAGTCCCAAAA 


1,00 


0,29 


Hs.29846 


Human DNA sequence from clone 
717M23 on chromosome 2 




1646 


AAACCGGTCCC 


1.00 


0.29 


Hs.285490 


ESTs, Weakly similar to unnamed pro- 
tein product [H.s 


35 


1647 


AACATTCCTAA 


1.00 


0.29 


Hs.285429 


ESTs 


1648 


TTAACATTTAT 


1,00 


0,29 


Hs.279763 


hypothetical protein FLJ 10504 




1649 


ATGGCGTGTGC 


1,00 


0.29 


Hs.278880 


ESTs 


40 


1650 


GAGCTCTTCCT 


1.00 


0.29 


Hs.274598 


cytochrome P450, subfamily IID (de- 
brisoquine, sparte 


1651 


GCAAGACCTTG 


1.00 


0,29 


Hs.273603 


ESTs 




1652 


AGGTTAAGAGA 


1.00 


0.29 


Hs.272046 


ESTs 


•45 


1653 


CCCGTAATCTC 


1.00 


0,29 


Hs.270062 


Homo sapiens mRNA; cDNA 
DKFZp586D0924 (from clone DK 


1654 


GCGGCACGCAC 


1.00 


0.29 


Hs.269867 


ESTs 




1655 


GACTTCCAGCA 


1.00 


0,29 


Hs.265168 


ESTs, Moderately similar to 
T10_MOUSE SER/THR-RICH P 




1656 


GCTGTTCTAAG 


1.00 


0,29 


Hs.24422 


regulatory factor X-associated protein 


50 


1657 


GCACTGAGAAG 


1.00 


0,29 


Hs.239499 


KIAA0185 protein 




1658 


GCGAGACCTTG 


1.00 


0.29 


Hs.232157 


ESTs 




1659 


TTGCATTCTCC 


1.00 


0,29 


Hs.21379 


ESTs 


55 


1660 


TGCTTGTAGTC 


1.00 


0,29 


Hs.209680 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 




1661 


AACGCAGCCTT 


1.00 


0,29 


Hs.20060 


KIAA0229 protein 




1662 


TAGGAAACCTG 


1,00 


0,29 


Hs.200596 


KIAA0547 gene product 


m 


1663 


GGCTTTATTCT 


1.00 


0,29 


Hs.200412 


Homo sapiens mRNA; cDNA 
DKFZp434G0719 (from clone DK 




1664 


AATACTTCTCT 


1.00 


0,29 


Hs.2003 


T cell receptor beta locus 




1665 


GGTGACAGAGG 


1.00 


0,29 


Hs.200235 


ESTs 



6> 
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1 uuu 


AfiAAAAAAAAT 


1 00 


0,29 


Hs 200057 


= STs Weaklv similar to ALU5 HUMAN 
ALU SUBFAMILY SC 




1667 


CATTGGCACTC 


1,00 


0,29 


Hs. 195614 


splicing factor 3b ( subunit 3, 130kD 




1668 


TTAATTAGCAA 


1,00 


0,29 


Hs. 183085 


Homo sapiens mRNA; cDNA 
DKFZp434K098 (from clone DKF 


> 


1669 


CGCGTCAGAGC 


1,00 


0,29 


Hs. 182982 


golgin-67 




1670 


AAAACTCGCCG 


1,00 


0,29 


Hs. 17969 


KIAA0663 gene product 




1671 


TGTACTTTCCT 


1,00 


0,29 


Hs. 179661 


ubulin, beta polypeptide 




1672 


CAGACTGGGAG 


1,00 


0,29 


Hs.1 790 


nuclear receptor subfamily 3, group C, 
member 2 




1673 


TTTCTGAAGGG 


1 00 

1 ,wv 


0,29 


Hs.172910 


ESTs, Highly similar to unnamed protein 
product [H.s 


15 


1674 


TAAATAAGGAA 


1,00 


0,29 


Hs.17235 


ESTs 




1675 


GATGACAGAGT 


1,00 


0,29 


Hs.171995 


kallikrein 3, (prostate specific antigen) 




1676 


GTTACCGAGTG 


1,00 


0,29 


Hs.171637 


ESTs, Weakly similar to KIAA1317 pro- 
tein [H. sapiens] 


20 


1677 


GGTCAAATCAT 


1,00 


0,29 


Hs.170162 


K1AA1357 protein 




1678 


GCTTCACTTCC 


1 00 


0,29 


Hs.164303 


ESTs 




1679 


GACAATACACC 


1,00 


0,29 


Hs.161554 


hypothetical protein FLJ20159 




i you 


TTCCAAAAAAA 


1,00 


0 29 


Hs.159971 


SWI/SNF related, matrix associated, 
actin dependent 


25 


1 UO 1 


TGTGACCCCTC 


1,00 


0 29 


Hs.1 59237 


hexokinase 3 (white cell) 






TTT(^TGr;CATT 

1 1 1 VJ I vuvn 1 1 


1,00 


0,29 


Hs. 155507 


ESTs 




1 ooo 


rCTTGCCCTAT 


1.00 


0,29 


Hs. 143746 


ESTs 


30 


1684 


AGAACAAATAA 


1,00 


0,29 


Hs.1 35721 


ESTs 




I dod 




1 00 


0,29 


Hs 132348 


ESTs, Weakly similar to diaphanous 1 
[H. sapiens] 




l uOO 


rPATCCCAGTG 


1,00 


0,29 


Hs.1 27863 


ESTs 


35 


1687 


ACAGACTGTTA 


1,00 


0,29 


Hs.125036 


tumor endothelial marker 7 precursor 




1DOO 




1 on 




Hs 12451 


echinoderm microtubule-associated 

VWl IfllVUvl III 1 IIIWl VIWvUIW CJWWvWfWlWW 

orote in-like 


40 


1689 


CAGGTCCCATT 


1.00 


0,29 


Hs. 11924 


ESTs, Weakly similar to ALU1_HUMAN 
ALU SUBFAMILY J S 






1 00 

1 (WW 


0,29 


Hs 118578 

1 1 W til W W • \f 


Homo sapiens cDNA FLJ20053 fis, clone 
COL00809 




1691 


ACTGATGCTCA 


1,00 


0,29 


Hs.1 15467 


ESTs 


45 


1692 


TCCTCTTTCAA 

1 1 V* 111 w » 


1,00 


0,29 


Hs.1 13987 


lectin, galactoside-binding, soluble, 2 
(galectin 2) 




1693 


AGGCAGCACTG 


1.00 


0,29 


Hs.11112 


ESTs 




1fiQ4 


CTACTGCACTC 


22,00 


4,42 


Hs.1 85989 


ESTs 


50 






29 00 


5,59 


Hs 251235 


EST 




i oyo 




22 00 


4,35 


Hs 228343 


EST 




1697 


GCAAAATCCCA 


9.00 


2,04 


Hs. 268051 


ESTs, Weakly similar to ALU2 HUMAN 
ALU SUBFAMILY SB 


55 


1698 


GTGAAACCTTG 


35.00 


6.56 


Hs.161554 


hypothetical protein FLJ20159 




1699 


ACTGTAATCCC 


10,00 


2,23 


Hs.1 27809 


ESTs 




1700 


ATCGCACCACT 


19.00 


3,81 


Hs.1 42569 


ESTs 




1701 


GGGAAACCCCA 


10.00 


2,20 


Hs.278281 


ESTs, Weakly similar to alternatively 
spliced produc 


60 


1702 


GTGAAACCCCT 


27.00 


5,16 


Hs.229364 


ESTs 
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1703 


CAGCAGCAAAA 


5,00 


1,25 


Hs. 285090 


ESTs 


5 


1704 


TAGAAGCCAAC 


7 00 


1 63 


Hs 790S 

1 IV • 1 W WW 


\jnw* anu r a uuiTiuin*wuniaininy proiem 
SH3PX1 


1705 


I ICI I I I ICI I 


4,00 


1,04 


HS.250722 


(Manual assignment) MUG, Myeloid- 
UDreaulated nrotein 




1706 


CCTATAATCCT 


4,00 


1,04 


Hs.158164 


ATP-binding cassette, sub-family B 
(MDR/TAP), member 


10 


1707 


TAAACGTGGCA 


3,00 


0,82 


Hs.284146 


hypothetical protein DKFZp762N0610 




1708 


CAGAAGTCTTC 


3.00 


0,82 


Hs.23921 


ESTs. Weaklv similar to ALU7 HUMAN 
ALU SUBFAMILY SQ 


15 


1709 


ACCAGCCAAAG 


3,00 


0,82 


Hs. 193090 


ESTs, Highly similar to AF161437 1 
HSPC319[H.sapien 




1710 


GAAATGGGGAA 


3,00 


0,82 


Hs. 173933 


Homo sapiens mRNA for KIAA143S 
protein, partial cds 


20 


1711 


GTGTGGTATTC 


3,00 


0.82 


Hs.172140 


ESTs 


1712 


CCGAGI HUG 


3,00 


0,82 


Hs 139709 

f IVi 1 W W ■ WW 


ESTs 




1713 


GGCAAACTTTA 


3,00 

w i vw 


0,82 


Hs 102497 


paxillin 




1714 


CCACAGGGGAT 


15.00 


3.05 


Hs.119571 


collaoen tvoe III aloha 1 fEhierc-nanim 
syndrome 


25 


1715 


CCTGTGGTCTC 


6,00 


1,44 


Hs. 236504 


EST, Weakly similar to ALU6 HUMAN 
ALU SUBFAMILY SP S 




1716 


CACCACCACGC 


5.00 


1.23 


Hs.5862 


hypothetical protein 




1717 


GTGAAACCCGG 


12,00 


2,51 


Hs.229170 


ESTs 


30 


1718 


GTGAAACCCTA 


29.00 


5,33 


Hs. 152081 


ESTs 




1719 


ATATGTATATT 


4,00 


1,02 


Hs.75839 


zinc finger protein 6 (CMPX1 ) 




1720 


GTGAAACCACA 


4.00 


1,02 


Hs.283788 


hypothetical protein DKFZp547A023 




1721 


GGGATTAAAGC 


4 00 

WW 


1,02 


Hs 211579 

1 |W>u I IWf w 


melanomsi adhesion mnlprnl^ 

1 1 IvIOi iwJ I ICI Owl Iwvlwll II IWlCvUlv 


35 


1722 


TACCTTTGCTA 


4,00 


1,02 


Hs 120980 

■ lv. IO»WWww 


nuclear rec&ofor co-re or^^nr 0 




1723 


AATGAATGAAA 


2,00 


0,57 


Hs 8986 

I lW«WWWW 


comolement comDonenf 1 n ^ijhmmnn- 

VWIII^iwllieilL WWI 1 ipui ICI 11 I, U dUUvwl i 1UU^ 

nent beta nolvnen 


40 


1724 


ATATTTCATTC 


2,00 


0,57 


Hs.79402 


polymerase (RNA) II (DNA directed) 
polypeptide C (33 




1725 


TGGAGGGGCAG 


2,00 


0 57 


HsJ306 


secreted frizzled-related orotein 1 




1726 


TCGCGCAATAA 


2,00 


0,57 


Hs 72249 

1 1 W • 1 lb * W 


orotease-activafed recenior % 




1727 


CTCAAAATCAA 


2,00 


0,57 


Hs 72165 


hvoothetical nrotein FL J50!?fi^ 

1 lj \J\JW Iw LlwGil pJI w Iw III 1 ^W&w&Qw 


45 


1728 


TGTACATATGT 


2,00 


0,57 


Hs.268384 


homolog of yeast CDH1/HCT1 




1729 


TGCAATGTTGT 


2,00 


0,57 


Hs 171957 

l lv « I f I w w f 


trinle functional domain fPTPRF int»rart- 

ii i[^iv luiiwiiwtiai wuiiioiii ii i i r\i iiiLCldwl 

ing) 




1730 


TCATTTTGTGA 


2,00 


0.57 

W, W I 


Hs 154567 


suoervillin 

W W W W 1 v II 1 1 1 V 


50 


1731 


TAAAACGTGAA 


2,00 


0,57 


Hs 12592 


oeriod IDrosoDhila) homoloo 3 




1732 


TCATCTGCAAA 


2,00 


0,57 


Hs. 1051 89 


ESTs, Weakly similar to AF148856_2 

unknown fH saoien 


55 


1733 


GGCAAAATCTA 


2,00 


0 57 


Hs 104627 


Homo saoiens cDNA FLJ10158 fis clone 

■ twniw wv^iwl iw ww' i \Jf» i iw iww llw t wlwl IC 

HEMBA 1003463 




1734 


GACCTATCTCT 


8,00 


1,78 


Hs. 194431 


palladin 




1735 


GTGGTGCGTGC 


29,00 


5,23 


Hs. 129727 


X-ray repair complementing defective 
repair in Chine 


60 


1736 


TCTTGAACAGC 


3,00 


0.80 


Hs.72249 


protease-activated receptor 3 




1737 


GGCTTTGGTCT 


3,00 


0,80 


Hs. 177592 


ribosomal protein, large, P1 




1738 


CCACCACACCC 


3,00 


0,80 


Hs. 11 7582 


CGI-43 protein 



6i 
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1739 


ATGAAACCCCG 


25,00 


4,58 


Hs.226396 


hypothetical protein FLJ11126 




1740 


CCACTGCACTG 


31,00 


5,53 


Hs. 193220 


ESTs 




1741 


CCACTGCGCTC 


12,00 


2,45 


Hs.260287 


ESTs. Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ 




1742 


GAGAAACCCCA 


30,00 


5,36 


HS.5719 


chromosome condensation-related SMC- 
associated prote 




1743 


CCTGTAATCCT 


63,00 


10,50 


Hs.165954 


ESTs 




1744 


GACAGTCGGTG 


4,00 


1,00 


Hs.8203 


endomembrane protein emp70 precursor 
isolog 


10 


1745 


1 1 1 IC'ICTGAA 


4,00 


1,00 


Hs.75516 


tyrosine kinase 2 




1746 


TTGGCTAGGCC 


7,00 


1,57 


Hs.211539 


eukaryotic translation initiation factor 2, 
subunit 


15 


1747 


CCCTTGTCCGA 


7,00 


1,57 


Hs.127824 


ESTs, Weakly similar to weak similarity 
to collagens 




1748 


AGCCCAGGAGT 


9,00 


1,91 


Hs.274813 


EST 


20 


1749 


GTGGTGTGCAC 


17,00 


3,18 


Hs.20126 


KIAA0317 gene product 


1750 


CCTGTGATCCT 


5,00 


1.17 


Hs.240395 


potassium channel, subfamily K, member 
6 (TWIK-2) 




1751 


CCTGTAAACCC 


5,00 


1,17 


Hs.161554 


hypothetical protein FU20159 




1752 


TCAATAAAACC 


4,00 


0,98 


Hs.151411 


KIAA0916 protein 


25 


1753 

1 f *JsJ 


ACGAAACCCCA 


4 00 

T, W W 


0,98 


Hs.1 17582 


CGI-43 protein 




1754 


TGACCACCCTT 


3 00 

W, WW 


0.78 

W| • w 


Hs.42390 


nasopharyngeal carcinoma susceptibility 
protein 


* 


1755 


CTCGAATAAAA 


3,00 


0,78 


Hs.34871 


KIAA0569 gene product 


30 


1756 


CGACTGCACTC 


3,00 


0.78 


Hs. 182061 


Novel human gene mapping to chomo- 
some 22 




1757 


CAGAATAATGT 


3,00 


0,78 


Hs.1 25031 


choline/ethanolaminephosphotransferase 




1758 


CAGAAGGCCAC 


2,00 


0,55 


Hs.8268 


ESTs 


35 


175Q 




2,00 


0,55 


Hs 7337 


hypothetical protein FU 10936 




I fOV 


AAAATTATPTT 


2 00 

WW 


0,55 


Hs 63657 


hypothetical protein FLJ11005 




I f D I 




2 00 

4., WW 


0,55 


Hs 5889 

1 lw*WWWW 


ESTs, Weakly similar to AC004876_5 
similar to predic 


40 


1 7R9 


A A P TG AG AAGT 


2,00 


0,55 


Hs. 56406 


ESTs, Highly similar to unnamed protein 
product [H.s 




1763 


TGAGTGGTTTG 


2,00 


0,55 


Hs.29672 


ESTs 




1764 


GAAGTTGCCTT 


2,00 


0,55 


Hs.26777 


KIAA0843 protein 


45 


1765 


TTGTTAAGCCT 


2,00 


0,55 


Hs.26243 


Homo sapiens cDNA FLJ1 1 177 fis, clone 
PLACE1 007402 




1766 


TATCTCAGAAC 


2,00 


0.55 


Hs.223142 


ESTs 




1767 


GGTGAATTTTA 


2,00 


0,55 


Hs.210866 


EST 


SO 


1 / DO 


TCI A f^P A C AT AA 


7 00 

WW 


0 55 


Hs 194208 


sud -associated neurotrophic factor 
target 2 (FGFR s 






O 1 uUO 1 www 1 \J 


2 00 

fcl WW 


0,55 


Hs 182354 


ESTs 




177A 


ATTATPPAGCG 

Ml 1 r\ 1 wwAUwVJ 


2,00 


0,55 


Hs.1 82225 


RNA binding motif protein 3 


55 


1771 


TCTTCTTTCAG 


2,00 


0.55 


Hs.1 7757 


Homo sapiens mRNA; cDNA 
DKFZp434E1515 (from clone DK 




1772 


CTCTCCAAACC 


2,00 


0.55 


Hs.1 51 242 


complement component 1 inhibitor (an- 
gioedema, heredi 


m 


1773 


CCATTGCTCTC 


2,00 


0.55 


HS.1 17582 


CGI-43 protein 




1774 


AAGATCCTTGT 


2,00 


0.55 


Hs.1 13503 


karyopherin (importin) beta 3 





63 
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1775 


GGAACTTGGCT 


2,00 


0.55 


Hs. 10561 3 


ESTs 




1776 


AG I I IGICACC 


2,00 


0,55 


Hs.10130 


ESTs 


s 


1777 


TCCACAGTGGG 


1,00 


0.27 


Hs.99636 


ESTs, Weakly similar to 154197 hypo- 
thetical protein 




1778 


TACCCCTCTCA 


1,00 


0,27 


Hs.994 


phospholipase C, beta 2 


11) 


1779 


AAAGATGTACA 


1,00 


0.27 


Hs.95243 


transection elonaatinn fartor A f^lh.liko 

1 




1780 


Al I IAIAAICC 


1,00 


0.27 


Hs.914 


maior histocomDatibilitv comDlex cla«« 
II, OP alpha 


15 


1781 


ACTGTTTGTTT 


1,00 


0,27 


Hs.814 


major histocompatibility complex, class 
II, OP beta 




1782 


TCGATGTGGCG 


1,00 


0.27 


Hs.81248 


CUG triplet repeat, RNA-binding protein 
1 




1783 


TTAAGATCTTC 


1,00 


0,27 


Hs.79404 


neuron-specific protein 


20 


1784 


TTCTTGTCATA 


1 00 


0 27 


Hs 79081 

• t W • 9 WWW 1 


d rote in nhosohatase 1 catalvtir cnhnnit 
gamma isof 




1785 


AACAATTATCA 


1,00 


0,27 


Hs.7845 


Homo saoiens cDNA FLJ20820 fis rinnp 
ADSE00490 


25 


1786 


AGAAACACTCA 


1,00 


0.27 


Hs.75782 


oeneral transcriotion factor MIC nolvnpn- 

gwi IWI WI \M WI (WW! IWUVSI 1 IMV1WI III | wwlVUww 

tide 2 (be 




1787 


AGAAATAAAAA 


1,00 


0.27 


Hs. 74649 


cytochrome c oxidase subunit Vic 




1788 


TAAGTGTGGTT 


1,00 


0.27 


Hs.7327 


claudin 1 


M) 


1789 


AGGAGAGAGCC 


1,00 


0.27 


Hs.6932 


Homo sapiens clone 23809 mRNA se- 
quence 




1790 


TGGACAAGTCA 


1.00 


0,27 


Hs.64988 


ESTs 




1791 


TTAAACTGCTG 


1,00 


0.27 


Hs.6232 


KIAA0764 gene product 




1792 


AGACCTCACTG 


1,00 


0.27 


Hs.49763 


ESTs 


:*5 


1793 


TATTTGTATTT 


1,00 


0,27 


Hs.4764 


KIAA0763 gene product 




1794 


TGGATAGATTC 


1,00 


0.27 


Hs 45519 

1 1 w w w Iv 


ESTs 




1795 


TTGATTGATTT 


1.00 


0.27 


Hs.42927 


Homo sapiens cDNA FLJ11298 fis, clone 

PLACF 1009794 

r LnwU I Www / w°9 


40 


1796 


ACTATATTGTG 


1 00 


0 27 


Hs 42532 


FSTs 

I— 1 w 




1797 


GAGTCCGGCCT 


1,00 


0.27 


Hs.4069 


glucocorticoid modulatory element bind- 

inn nrotpin 1 


45 


1798 


TAI MAM 1 1 1 


1.00 

• t vw 


0.27 


Hs.39143 


ESTs Weaklv similar to nredicted u^inn 

w ■ w | n v w w i \ • y wiiifimi ui vUlwlvU UOII IU 

Genefinder [ 




1799 


TGACATCCTGA 


1.00 


0.27 


Hs.285056 


ESTs 




1800 


CTGCAAGGACA 


1,00 


0.27 


Hs.284135 


Homo sapiens HSPC295 mRNA, partial 
cds 


50 


1801 


ATCCCCCAGAA 


1,00 


0,27 


Hs.278386 


ESTs 




1802 


CCACTGCGCTT 


1,00 


0,27 


Hs.252836 


EST, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J SE 




1803 


TGCCAGACCCT 


1 00 

1 f WW 


0.27 


Hs 249721 

1 IW W f &m 1 


ESTs 

1 w 


55 




GGTGTGCACCT 


1 00 

1 , WW 


0 27 


Hs 24587 


^innal transduction nmt&in /^W^ r*nntain. 

>ng) 




1805 


CI 1 1 IAI INI 


1,00 


0.27 


Hs.245710 


heterogeneous nuclear ribonucleoprotein 
H1 (H) 


6<> 


1806 


AGCGCTGGGGA 


1,00 


0.27 


Hs.241471 


RNB6 




1807 


CTAG GACCTGT 


1,00 


0.27 


Hs.240112 


KIAA0276 protein 




1808 


TAGTCCTAGCT 


1.00| 


0.27|Hs.237372 


EST 



6> 
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1809 


Al I IAAI I I IA 


1,00 


0.27 


Hs.235883 


ESTs 




1810 


GGCAACAAAGT 


1,00 


0,27 


Hs.233364 


ESTs 




1811 


CTGTAAGGATC 


1.00 


0.27 


Hs.227730 


integrin, alpha 6 




1812 


AGTCTTCCAGT 


1,00 


0.27 


Hs.226213 


cytochrome P450, 51 (lanosterol 14- 
alpha-demethylase 


5 


1813 


GCTCCCCCTCC 


1,00 


0,27 


Hs.2157 


Wiskott-Aldrich syndrome (ecezema- 
thrombocytopenia) 




1814 


AGTATTTATGA 


1,00 


0,27 


Hs.203838 


ESTs 


10 


1815 


GCTAAACCCTG 


1,00 


0,27 


Hs.202781 


ESTs, Moderately similar to 
ALU5 HUMAN ALU SUBFAMILY 




1816 


CCAGCATTACC 


1,00 


0,27 


Hs. 20082 


Homo sapiens zinc finger protein NY- 
REN-21 antigen m 


15 


1817 


CCTGCAATCTC 


1,00 


0.27 


Hs.1 97793 


ESTs 




1818 


GAAAAATGCGC 


1,00 


0.27 


Hs. 193398 


ESTs 




1819 


GCCAGGGCTCA 


1,00 


0.27 


Hs.187913 


ESTs. Moderately similar to MRP3 
[H.sapiens] 


20 


1820 


TAAAACTTACA 


1.00 


0.27 


Hs. 184075 


ESTs 




1821 


ACCCI I 1 1 IAJ 


1,00 


0.27 


Hs.183153 


ADP-ribosylation factor 4-like 




1822 


GTTTCAAACGA 


1,00 


0.27 


Hs.1 80535 


ESTs, Weakly similar to S69890 mitogen 
inducible gen 


IS 


1823 


CAGTCTCAGTG 


1,00 


0.27 


Hs.17767 


Homo sapiens mRNA; cDNA 
DKFZp761N07121 (from clone D 




1824 


AAAAATTCATC 


1,00 


0.27 


Hs.170328 


moesin 




1825 


TAAATAAACAA 


1,00 


0.27 


Hs.1 6755 


MB IP protein 


30 


1826 


CACCTCAAACA 


1,00 


0.27 


Hs.1 57 150 


ESTs, Weakly similar to zinc finger pro- 
tein 106 [M.m 




1827 


AATGTCCTCGG 


1.00 


0.27 


Hs.1 55987 


KIAA0645 gene product 




1828 


TGTACCCCGCT 


1.00 


0.27 


Hs.1 55975 


protein tyrosine phosphatase, receptor 
type, C-assoc 


35 


1829 


CGGGTTTGTGC 


1,00 


0.27 


Hs.1 55482 


hydroxyacyl glutathione hydrolase 




1830 


GTCCATCTTAA 


1,00 


0.27 


Hs.1 531 77 


ribosomal protein S28 




1831 


1 1 IAI 1 1 1 1 AG 


1,00 


0.27 


Hs.1 52250 


ESTs 


40 


1832 


CCTAAAAAAAA 


1,00 


0.27 


Hs.1 48907 


Homo sapiens mRNA; cDNA 
DKFZp564G223 (from clone DKF 




1833 


TGATCG AG CTT 


1.00 


0.27 


Hs.1 45867 


ESTs 




1834 


GAAGATATTCC 


1.00 


0.27 


Hs.1 4553 


sterol O-acyltransferase (acyl-Coenzyme 
A: cholester 


45 


1835 


ATGGAGCTGCA 


1.00 


0.27 


Hs.1 42779 


ESTs 




1836 


ATAAGACCTTA 


1.00 


0.27 


Hs.1 42296 


jerky (mouse) homolog 




1837 


CAAGCCAAAAA 


1.00 


0.27 


Hs.1 4229 


hypothetical protein FLJ 10379 


50 


1838 


CAAATGGCAAA 


1.00 


0.27 


Hs.1 34292 


ESTs 




1839 


GAAGTTTAAAT 


1.00 


0.27 


Hs.1 32463 


phosphoinositide-3-kinase, class 2, beta 
polypeptide 




1840 


GAAGGCAAGAT 


1.00 


0.27 


Hs.1 321 


coagulation factor XII (Hageman factor) 


55 


1841 


TTAGTTATGAC 


1.00 


0,27 


Hs.1 3063 


transcription factor CA150 




1842 


CTGTATGTTTA 


1,00 


0.27 


Hs.1 28777 


ESTs 




1843 


ACCTGCATTCC 


1.00 


0,27 


Hs.1 25034 


Homo sapiens cDNA FLJ10733 fis, clone 
NT2RP3001392 




1844 


GCAGCTGCCTG 


1.00 


0.27 


Hs.1 1782 


ESTs 




1845 


AAAAGTGGTGT 


1.00 


0.27 


Hs.1 17582 


CGI-43 protein 
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1846 


1 1 IA1C1GAIA 


1,00 


0,27 


Hs.1 17582 


CGI-43 protein 




1847 


IAI 1 1 IACCIA 


1,00 


0,27 


Hs.1 14765 


myeloid/lymphoid or mixed-lineage leu- 
kemia (trithora 




1848 


ACCTCCACACG 


1.00 


0,27 


Hs.108947 


KIAA0050 gene product 




1849 


GATTGCTGTGC 


1,00 


0,27 


Hs.100555 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 18 (Myc 


10 


1850 


TGAAGCAGAAA 


1,00 


0.27 


Hs. 100407 


Homo sapiens mRNA; cDNA 
DKF2p564H2416 (from clone DK 




1851 


ATTGTGCCACT 


28.00 


4.88 


Hs.272324 


Homo sapiens mRNA; cDNA 
DKFZp566G231 (from clone DKF 


15 


1852 


TCGGAGCTGTT 


11.00 


2.20 


Hs.4055 


chromosome 21 open reading frame 50 




1853 


GTGGTGTGCGC 


9,00 


1,87 


Hs. 278038 


ESTs, Highly similar to PMM2 HUMAN 
PHOSPHOMANNOMUTAS 




1854 


TGCTACGAAAA 


7,00 


1,53 


Hs.146550 


myosin, heavy polypeptide 9, non- 
muscle 


20 


1855 


CCTGGCCTAAA 


7,00 


1,53 


Hs.1 11676 


protein kinase H1 1 ; small stress protein- 
like protei- 




1856 


TTCACTGTGAG 


56,00 


8,99 


Hs.621 


lectin, galactoside-binding, soluble, 3 
(galectin 3) 


25 


1857 


CCCTACCCTGT 


30.00 


5.10 


Hs.75736 


apolipoprotein D 




1858 


GTGGCGTGCGC 


6.00 


1.34 


Hs.1 17582 


CGI-43 protein 


30 


1859 


AGCCACCACAC 


20.00 


3,57 


Hs.1 70310 


cat eye syndrome chromosome region, 
candidate 1 


1860 


TCTACTAAAAA 


5,00 


1,15 


Hs.48802 


Homo sapiens clone 23632 mRNA se- 
quence 




1861 


GCCGGGCACGG 


5.00 


1,15 


Hs.271480 


hypothetical protein FLJ20686 


US 


1862 


GTGCTCAAACC 


5.00 


1,15 


Hs.103915 


KIAA0346 protein 


1863 


CCACTGCACTT 


35.00 


5,78 


Hs.194300 


ESTs 




1864 


GTGGCGGACGC 


4,00 


0,96 


Hs.1 82577 


inositol polyphosphate-5-phosphatase, 
75kD 


40 


1865 


CCACTGCCCTC 


12.00 


2.31 


Hs.1010 


regulator of mitotic spindle assembly 1 


1866 


GTGGCGTGTGC 


30.00 


4,99 


Hs.278627 


prenylcysteine lyase 




1867 


TCTGTAGTCCC 


6.00 


1,32 


Hs.7358 


Homo sapiens mRNA; cDNA 
DKFZp566D1146 (from clone DK 


45 


1868 


CTAATTTAACT 


3,00 


0,76 


Hs.9194 


putative glialblastoma cell differentiation- 
related 




1869 


GTCTCAGTCAT 


3,00 


0,76 


Hs.78943 


bleomycin hydrolase 




1870 


GACAGTCACTC 


3,00 


0,76 


Hs.6066 


Rho guanine nucleotide exchange factor 
(GEF) 4 


50 


1871 


CCTGTAGTCCA 


3.00 


0,76 


Hs.277028 


EST 




1872 


CAGAGTTGTAT 


3.00 


0,76 


Hs.1 09144 


ESTs 




1873 


GGCTGAGCTCA 


5.00 


1,13 


Hs.83004 


interleukin 14 




1874 


GCTTTCTCAAA 


5.00 


1,13 


Hs.177153 


EST 


55 


1875 


CCTGTAGTCCT 


20,00 


3,48 


Hs.1 79657 


plasminogen activator, urokinase recep- 
tor 




1876 


GTGAAACACTG 


8,00 


1,65 


Hs.145357 


ESTs, Moderately similar to 
ALU7JHUMAN ALU SUBFAMILY 


M 


1877 


GTGAAGCCCCA 


13,00 


2,41 


Hs.1 71 501 


ubiquitin specific protease 1 1 




1878 


CCTGTATTCCC 


8,00 


1.63 


Hs.249718 


ESTs 




1879 TTCAGTGCCTG 


6,00 


1,30 


Hs.1 80933 


CpG binding protein 
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1880 


GGGAAACAGGT 


4,00 


0,94 


Hs. 18368 


DKFZP564B0769 protein 




1881 


CC I I I I I I I I I 


2,00 


0.53 


Hs.9956 


hypothetical protein FLJ20259 




1882 


GGGGCTTAGGA 


2,00 


0,53 


Hs.89135 


KIAA1528 protein 




1883 


CTAGACAGTAA 


2,00 


0,53 


Hs.52526 


KIAA0669 gene product 


5 


1884 


GTGTTCTGTGC 


2,00 


0.53 


Hs.241567 


RNA binding motif, single stranded inter- 
acting prote 




1885 


TGCTGTAAAGG 


2,00 


0,53 


Hs.23856 


Homo sapiens HSPC091 mRNA, partial 
cds 


10 


1886 


GAGGAGTGGGT 


2,00 


0.53 


Hs.206770 


zinc finger protein 297 




1887 


GTAAGACCCTG 


2,00 


0,53 


Hs.164177 


ESTs 




1888 


GGCCGTTAGAA 


2,00 


0,53 


Hs.135 


methylmalonate-semialdehyde dehydro- 
genase 


15 


1889 


AGGCTAAAAGC 


2,00 


0,53 


Hs. 113029 


ribosomal protein S25 




1890 


CTGTGTAATTT 


2,00 


0,53 


Hs.1 09731 


ESTs 




1891 


CTGAAGCGTGC 


2,00 


0,53 


Hs.1 03391 


Human insulin-like growth factor binding 
protein 5 ( 


20 


1892 


AGAACCTTCAA 


9,00 


1.78 


Hs.1 81244 


major histocompatibility complex, class I, 
A 




1893 


TTCTGTGCTGG 


16,00 


2,84 


Hs.1 279 


complement component 1, r subcompo- 
nent 


25 


1894 


TTAGCTGAGTC 


5,00 


1.12 


Hs.1 53028 


cytochrome b-561 




1895 


TTGGCCAGACT 


9,00 


1.76 


Hs.91728 


polymyositis/scleroderma autoantigen 1 
(75kD) 




1896 


TTTCATTGCCT 


9,00 


1.76 


Hs.1 731 59 


transforming, acidic coiled-coil containing 
protein 


30 


1897 


GTGGCCAGAGG 


9,00 


1.76 


Hs.1 420 


fibroblast growth factor receptor 3 
(achondroplasia, 




1898 


ACCGTTCTGTA 


6,00 


1.28 


Hs.1 17582 


CGI-43 protein 


35 


1899 


TAACTCCAAAG 


3,00 


0,74 


Hs.24743 


hypothetical protein FLJ20171 




1900 


TGCCGTAAATG 


3,00 


0,74 


Hs.1 99067 


v-erb-b2 avian erythroblastic leukemia 
viral oncogen 




1901 


TGAACTTTCCT 


3,00 


0.74 


Hs.1 7567 


ESTs 


40 


1902 


TAAAGATCCTC 


3.00 


0,74 


Hs.1 00407 


Homo sapiens mRNA; cONA 
DKFZp564H2416 (from clone DK 




1903 


GTGGCTCACAC 


55,00 


8.11 


Hs.1 38411 


Homo sapiens mRNA; cDNA 
DKFZp586J1922 (from clone DK 


45 


1904 


GTGGTACACAC 


5,00 


1.10 


Hs.250419 


ESTs 




1905 


GATCTCTTGGG 


5,00 


1,10 


Hs.1 15947 


keratin 16 (focal non-epidermolytic pal- 
moplanar ker 




1906 


GAGGAACTCAA 


7,00 


1,40 


Hs.5008 


CGI-87 protein 


50 


1907 


AATAAAGCCTT 


6,00 


1,24 


Hs.3314 


selenoprotein P, plasma, 1 




1908 


TTTACAAGTTA 


4,00 


0,91 


Hs.91246 


hypothetical protein DKFZp5470146 




1909 


AGGTCAAAAAA 


4,00 


0,91 


Hs.149570 


actin related protein 2/3 complex, subunit 
4(20kD) 


55 


1910 


GAGCCCCCGTG 


4,00 


0,91 


Hs.1 2908 


CDC42-binding protein kinase beta 
(DMPK-like) 




1911 


GAGTAGCTGAG 


3,00 


0.72 


Hs.260039 


sarcospan (Kras oncogene-associated 
gene) 


60 


1912 


GTGCTGCTCCA 


2,00 


0,52 


Hs.7936 


BAI1 -associated protein 2 




1913 


GAGATTTGTTT 


2,00 


0,52 


Hs.75452 


heat shock 70kD protein 2 
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1914 


GAAGGGGTGCT 


2,00 


0,52 


Hs.61950 


DKFZp434A0131 protein 




1915 


GCCACAGTACA 


2,00 


0.52 


Hs. 55044 


DKFZP586H2123 protein 




1916 


IAAI Ml IACI 


2,00 


0.52 


Hs. 52256 


hypothetical protein FLJ20624 




1917 


ACIGI I IGGCA 


2,00 


0,52 


Hs.286110 


translocase of inner mitochondrial mem- 
brane 9 (yeast 




1918 


TCTGGCTAATT 


2,00 


0,52 


Hs.262198 


ESTs 


1 0 


1919 


GTGGAAACCCA 


2,00 


0,52 


Hs.243818 


ESTs. Moderately similar to 
ALU1 HUMAN ALU SUBFAMILY 




1920 


TTGCCCAAGCT 


2,00 


0,52 


Hs.213469 


EST 




1921 


AAAACAGTGGC 


2.00 


0.52 


Hs. 1841 09 


ribosomal protein L37a 


1 > 


1922 


TGATGTGATAG 


2,00 


0,52 


Hs. 181 159 


Homo sapiens mRNA; cDNA 
DKFZp434F0217 (from clone DK 




1923 


TTTGAACCCTT 


2,00 


0,52 


Hs. 16206 


uncharacterized hypothalamus protein 
HT008 


20 


1924 


CCTATAATAAA 


2,00 


0,52 


Hs. 13885 


ESTs, Weakly similar to T09A5.6 
[C.elegans] 




1925 


AGAATCACTTA 


2,00 


0,52 


Hs. 13081 5 


ESTs 




1926 


IAI I I IGCAAA 


2,00 


0.52 


Hs. 11449 


DKFZP5640123 protein 


->c 


1927 


CCTATAACCCC 


1.00 


0.26 


Hs.99410 


ESTs 




1928 


TCCAACTACAC 


1,00 


0.26 


Hs. 94581 


sulfotransferase family, cytosolic, 2B, 
member 1 


:«) 


1929 


TACCCAAAGAA 


1.00 


0,26 


Hs.9436 


ESTs, Weakly similar to NC5R RAT 
NADH-CYTOCHROME B5 




1930 


TGTTTGTAAAA 


1.00 


0,26 


Hs.9271 


KIAA1071 protein 




1931 


I I I I I I 1 I 1 IC 


1,00 


0,26 


Hs.90797 


Homo sapiens clone 23620 mRNA se- 
quence 




1932 


TATCTCTGCAA 


1.00 


0.26 


Hs.82985 


collagen, type V, alpha 2 


35 


1933 


TTCTTCTGAAA 


1,00 


0.26 


Hs.8087 


NAG-5 protein 




1934 


CAGATGTTTAA 


1,00 


0,26 


Hs.77631 


glycine cleavage system protein H (ami- 
nomethyl cam 


40 


1935 


TTTGTAATATT 


1,00 


0.26 


Hs.75546 


capping protein (actin filament) muscle 
Z-line, alph 




1936 


ACCCAGTTGTT 


1.00 


0.26 


Hs.75410 


heat shock 70kD protein 5 (glucose- 
regulated protein 


45 


1937 


CTCATTGGTGG 


1.00 


0.26 


Hs.6580 


Homo sapiens clone 23718 mRNA se- 












quence 




1938 


TCTTCTCACAA 


1.00 


0,26 


Hs.656 


cell division cycle 25C 




1939 


CCTTTGTTCAA 


1.00 


0,26 


Hs.6107 


ESTs 


50 


1940 


TTAGAGATTCC 


1.00 


0,26 


Hs.5947 


mel transforming oncogene (derived from 
cell line NK 




1941 


TCCACACCAAA 


1,00 


0,26 


Hs.53656 


ESTs, Weakly similar to D29149 proline- 
rich protein 


55 


1942 


TGTAATGGTTT 


1,00 


0,26 


Hs.4930 


low density lipoprotein receptor-related 
protein 4 




1943 


GTACTTACCTT 


1.00 


0,26 


Hs.3454 


ESTs, Weakly similar to KIAA0665 pro- 
tein [H.sapiens] 


M 


1944 


CTTAAATGGTT 


1.00 


0.26 


Hs.29679 


cofactor required for Sp1 transcriptional 
activation 




1945 


CTCCAACCTGA 


1,00 


0.26 


Hs.285999 


trinucleotide repeat containing 15 




1946 


TTAGGCTTTAG 


1,00 


0,26 


Hs.285698 


hypothetical protein FLJ20392 




1947 


GAAGATGTACG 


1.00 


0,26 


Hs.285077 


ESTs 
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1948 


TGCCACCATAC 


1,00 


0,26 


Hs.284138 


ESTs 


1949 


TGTCTGTAGTC 


1,00 


0,26 


Hs.282837 


ESTs 


1950 


TAAAGTCCATT 


1,00 


0,26 


Hs.278398 


KIAA1 117 protein 


1951 


CCAACTGACTT 


1,00 


0,26 


Hs.277543 


KIAA0631 protein 


1952 


ATGGAATGCTA 


1.00 


0,26 


Hs.268551 


receptor-interacting serine-threonine 
kinase 3 


1953 


TTGAAACCTCG 


1,00 


0,26 


Hs.267148 


ESTs 


1954 


TATATCATATT 


1.00 


0,26 


Hs.266914 


hypothetical protein FLJ10355 


1955 


TGGCACGCTGC 


1,00 


0,26 


Hs.250890 


ESTs. Weakly similar to TOM1 
[H.sapiens] 


1956 


ACAGAGTCTCA 


1,00 


0,26 


Hs. 249031 


EST 


1957 


GAAATATTGAT 


1,00 


0,26 


Hs.247043 


type 1 tumor necrosis factor receptor 
shedding amino 


1958 


GTGAAACCTGA 


1,00 


0,26 


Hs.242076 


EST 


1959 


ATGTCAACCAA 


1,00 


0,26 


HS.241558 


ariadne (Drosophila) homolog 2 


1960 


GAAAAGGGCAC 


1,00 


0,26 


HS.23440 


KIAA1 105 protein 


1961 


TGCAGTCTTTG 


1,00 


0,26 


Hs.232111 


ESTs 


1962 


CAGATTTCCAG 


1,00 


0,26 


Hs.21893 


ESTs, Weakly similar to AF121081J 
cAMP inducible 2 


1963 


AAAAGGAAACC 


1,00 


0,26 


Hs.21415 


Homo sapiens mRNA; cDNA 
DKFZp761 K2024 (from clone DK 


1964 


ATTGTAAGCTT 


1,00 


0,26 


Hs.210232 


ESTs 


1965 


GTCTTAAAATA 


1,00 


0,26 


Hs. 187991 


DKFZP564A122 protein 


1966 


TCCGCAGGGAA 


1,00 


0,26 


Hs. 184592 


Human clone A9A2BRB5 
(CAC)n/(GTG)n repeat-containing 


1967 


GCTGGAGCTCA 


1,00 


0,26 


Hs.181315 


ESTs, Moderately similar to 
ALU4 HUMAN ALU SUBFAMILY 


1968 


TGTTGTAAATA 


1.00 


0,26 


Hs.171501 


ubiquitin specific protease 1 1 


1969 


GCTCCTACATT 


1,00 


0,26 


Hs. 169488 


dentatorubral-pallidoluysian atrophy 
(atrophin-1) 


1970 


CAGGTGCCAAA 


1,00 


0,26 


Hs.168350 


KIAA0554 protein 


1971 


TGCTGCTGCCC 


1,00 


0,26 


Hs.167046 


ESTs 


1972 


GCCTGGGCTGA 


1,00 


0,26 


Hs. 164476 


hypothetical protein FLJ20626 


1973 


GTATGAGGTGG 


1,00 


0,26 


Hs.164464 


ESTs 


1974 


GTAAACAGAAA 


1,00 


0,26 


Hs.161554 


hypothetical protein FLJ20159 


1975 


TGAAATAAACT 


1,00 


0,26 


Hs.155212 


methylmalonyl Coenzyme A mutase 


1976 


TTTTGTCAACA 


1,00 


0,26 


Hs. 154645 


ESTs, Weakly similar to tyrosine kinase 
[H.sapiens] 


1977 


GCACGTGTTCT 


1,00 


0,26 


Hs. 152096 


cytochrome P450, subfamily IIJ (arachi- 
donic acid epo 


1978 


TTAGTCCACAG 


1,00 


0,26 


Hs. 150390 


zinc finger protein 262 


1979 


AAATTTCAAGC 


1,00 


0,26 


Hs.146401 


small inducible cytokine subfamily E, 
member 1 (endo 


1980 


CCCAGCTACTT 


1,00 


0.26 


Hs.143961 


ESTs, Moderately similar to 
ALU1 HUMAN ALU SUBFAMILY 


1981 


AAACCAGGAAA 


1,00 


0,26 


Hs.1 391 20 


ribonuclease P (30kD) 


1982 


AATTTCAAGAA 


1,00 


0,26 


Hs.1 19591 


adaptor-related protein complex 2, sigma 
1 subunit 


1983 


TACCCTAAAAT 


1,00 


0,26 


Hs.1 17325 


Homo sapiens cDNA FLJ1 1 166 fis, clone 
PLACE 1007242 



61 



10100127A1 I > 



DE 101 00 127 A 1 





1984 


GGACTGTAGTG 


1,00 


0,26 


Hs.11711 


KIAA0329 aene Droduct 




1985 


CTCCCGCCGGA 


1,00 


0,26 


Hs. 109445 


KIAA1020 protein 




1986 


TGAAGTGCCCT 


1,00 


0,26 


Hs. 106932 


ESTs 




1987 


GAAGAGGCTGG 


1,00 


0,26 


Hs. 105962 


ESTs 




1988 


TTCCCTTCTTC 


9,00 


1,69 


Hs.814 


maior histocomnatihilitv comnlpv rlass 
II, DP beta 


10 


1989 


AACCCGGAAGG 


8,00 


1,54 


Hs 87497 


Hutvronhilin CuHfamilv/ *3 momKar AO 




1990 


GTGGCGCGTGC 


16,00 


2,66 


Hs.24135 


hypothetical protein DKFZp761C241 




1991 


TACCCTAAAAC 


103,00 


13,65 


Hs 165662 


KIAA0675 npnp nrnHnrf 




1992 


CCTGTGATCCC 


40,00 


5,77 


Hs. 249982 


cathepsin B 


15 




CCGGCCCTACC 


4 00 


0 89 


Hs 271473 


cpiiriciioi proicin up-reguiaiea in carci- 
noma, membra 




1994 
i <•/ w" 


GCACGCGTAAC 


4,00 


0,89 


Hs 169552 


ESTs Weaklv similar to RRHT 

[H. sapiens] 


20 


1995 


AACAAGGTGAG 


3 00 

w,ww 


0 71 


Hs 94952 


FRTs Hinhl\y ci miliar tn tranci^rirvHrtn 

elongation fac 






TGCGTCCCTCC 


3 00 

W, WW 


0 71 


Hs 6179 


nolvnentifta 17 f72t* 


25 


1QQ7 


GACCCT1 TFGG 


3 00 

W, WW 


0 71 

W,f 1 


Hs 272848 


DKFZd434G1310 ^mm rlnnp HK 




1998 


GAI 1 1 1 ICIGA 


3,00 


0,71 


Hs.241567 


RNA binding motif, single stranded inter- 

eiriiiiu^ wiwic 


M) 


1999 


TGATTCTGTTT 


3,00 


0,71 


Hs 146428 


collaaAn fi/nA V/ olnHa 1 


2000 


CCCGGCTAATT 


14,00 


2,35 


Hs.102926 


ESTs 








I u,wy 


2 61 


105407 


cUlUUcl i tldl uyspiaSla 1 , anrHQrOliC 




2002 


ACTGAAAGAAG 


5,00 


1,05 


Hs.169756 


complement component 1 1 s subcompo- 
neni 


:\s 


2003 


CTGAGAGCTGG 


14,00 


2,31 


Hs.78501 


growth arrest-specific 6 






ttp a nr* a nr 


a nn 


n PR 

U,00 




nomo sapiens cione zono mKNA se- 
quence 


40 


inns. 




4 00 


u,oo 


He 9049QQ 


co i b> moacraieiy similar iu aiiernauveiy 

cnli r*AH nr 
dpiiwwu pi 




2006 


GGATGCGCAGG 


4.00 


0,88 


Hs.168541 


Homo sapiens mRNA full length insert 
cDNA clone EURO 




2007 


TTGGTGGAGGT 


2,00 


0,50 


Hs.76294 


CD63 antigen (melanoma 1 antigen) 


45 




ACiAATT AT 


2 00 


0 50 


H*. 6Q75 


r rvx/ I w/ w piUlCiii 




90OQ 


TGTGGTGGCAC1 


9 00 


0 50 

Wj WW 


Hs 46694 
no.*? ww 4.*? 


nor vw*tw piwiwfii 








2 00 

fc, WW 


0 50 

W, WW 




Qprr^lrtnirftllv HAflntfaH ^nlnn ranror o nf j 
ociwiuyivdiiy uctiiicu wUlwll waflwci diHr 

yci i ww 


50 


901 1 

£w I I 




2 00 


0 50 

W, WW 


Hs 262335 
no.^w&www 


ESTs Weaklv similar tn Al I in ML IMAM 
mi ALU CLASS C 

.... nfcww Vw^ww \* 




2012 


AAAACAAAACA 


2,00 


0,50 


Hs.24734 


oxysterol binding protein 




2013 

fcW 1 w 


AAGACTGACAA 


2,00 


0,50 


Hs 225951 

1 l9.fc&WWW 1 


foDoisom erase- related function nrotpin 4 


55 


2014 


TTCTCCTCTTT 


2,00 


0,50 


Hs.22451 


hypothetical protein FLJ 10357 




2015 


TCAATCAGTGA 


2,00 


0.50 


Hs. 127270 


ESTs 




2016 


TGGGGTCCCCA 


2.00 


0.50 


Hs. 123661 


ESTs 


ft) 


2017 


CCATTGCACTG 


11,00 


1,90 


Hs. 142457 


ESTs, Moderately similar to alternatively 
spliced pr 




2018 


AATAAATTCCT 


14,00 


2,30 


Hs. 76307 


neuroblastoma, suppression of tumori- 
genicity 1 



6i 
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2019 


GTGGCAGATGC 


7,00 


1,34 


Hs.273539 


ESTs, Weakly similar to ALU2 HUMAN 
ALU SUBFAMILY SB 


2020 


CCTGTTATCCC 


7,00 


1,34 


Hs.228142 


EST 


2021 


GCGAAACTCCA 


7,00 


1,34 


Hs.1 12860 


KIAA1353 protein 


2022 


GTGAAACCTCG 


38,00 


5,28 


Hs.1 94408 


KIAA1 244 protein 


2023 


GGCAGACACAT 


3,00 


0,69 


Hs.33287 


nuclear factor l/B 


2024 


AAAGAGAAGAG 


3,00 


0,69 


Hs.22969 


ESTs 


2025 


ACAAAGCATTT 


40.00 


5,46 


Hs.103391 


Human insulin-like growth factor binding 
protein 5 { 


2026 


TTTAGTGACGT 


7,00 


1,32 


Hs.7104 


Kruppel-like factor 1 3 


2027 


AGCCACCACGC 


17,00 


2,63 


Hs.60772 


ESTs 


2028 


GCGAAACCTCG 


8,00 


1,46 


Hs.210473 


ESTs, Weakly similar to GELS HUMAN 
GELSOLIN PRECURSO 


2029 


GCAGTTGGATC 


4,00 


0,86 


Hs.284932 


Homo sapiens clone 24650 ubiquitin 
hydrolase mRNA, p 


2030 


CTTGTGAAGTG 


4,00 


0,86 


Hs.283681 


ESTs 


2031 


GTGGCTCACGC 


56,00 


7,21 


Hs.228230 


EST 


2032 


CAGCTATTTCA 


10,00 


1,69 


Hs.153179 


fatty acid binding protein 5 (psoriasis- 
associated) 


2033 


CACACACACAC 


4,00 


0,84 


Hs.63984 


cadherin 13, H-cadherin (heart) 


2034 


CCACCACACTC 


4,00 


0,84 


Hs.256696 


EST, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J SE 


2035 


CAAGGGTGACA 


4.00 


0,84 


Hs.1 70222 


solute carrier family 9 (sodium/hydrogen 
exchanger), 


2036 


GCAGCACTTAT 


2,00 


0,48 


Hs.82035 


GAP-like protein 


2037 


CCTGACCTCAA 


2,00 


0,48 


Hs.7874 


muskelin 1, intracellular mediator con- 
taining ketch 


2038 


GGGGTATGGTT 


2,00 


0,48 


Hs.76144 


platelet-derived growth factor receptor, 
beta polype 


2039 


AGCAGCCGCTC 


2,00 


0,48 


Hs.7104 


Kruppel-like factor 13 


2040 


CTCCTGGCCCA 


2,00 


0,48 


Hs.5321 


ARP3 (actin-related protein 3, yeast) 
homolog 


2041 


TTATGCCTCCA 


2,00 


0,48 


Hs.43314 


ESTs 


2042 


TACTTCCTGCG 


2.00 


0,48 


Hs.38039 


ESTs 


2043 


CCTTGCCCAGG 


2,00 


0,48 


Hs.3144 


Cas-Br-M (murine) ectropic retroviral 
transforming s 


2044 


GTAGGGTTCCT 


2,00 


0,48 


Hs.278597 


protein tyrosine phosphatase,. non- 
receptor type 18 ( 


2045 


ATAACCAAATG 


2,00 


0,48 


Hs.25726 


transposon-derived Busterl transpo- 
sase-like protein 


2046 


CCTGTGAATAG 


2,00 


0.48 


Hs.200647 


EST 


2047 


TGACCAGGGTC 


2,00 


0.48 


Hs.1 67827 


Homo sapiens clone HH419 unknown 
mRNA 


2048 


CAGACCCAAAA 


2,00 


0.48 


Hs.167558 


zinc finger protein 161 


2049 


TTCTCATAATC 


2.00 


0,48 


Hs.164919 


ESTs, Highly similar to KPC2.HUMAN 
PROTEIN KINASE C. 


2050 


ACTGATGCAAG 


2,00 


0.48 


Hs.161049 


ESTs 


2051 


AACTCTGATAT 


2,00 


0.48 


Hs.1 51 046 


hypothetical protein FLJ1 1 193 


2052 


GGGCATCTCCA 


2,00 


0.48 


Hs.1 07000 


ESTs 


2053 


TGGATGTCTGT 


1,00 


0,24 


Hs.96716 


ESTs 
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2054 


TATTAGAAGCA 


1,00 


0,24 


Hs.91065 


hypothetical protein DKFZp761B2423 


s 


2055 


CACTGAATATG 


1,00 


0,24 


Hs.86948 


small nuclear ribonucleoprotein D1 poly- 
peptide (16kD 




2056 


AGTTAATAAAG 


1,00 


0,24 


Hs.8065 


Homo sapiens mRNA full length insert 
cDNA clone EURO 




2057 


I IAIAI I I ICI 


1,00 


0,24 


Hs.8021 


KIAA1058 protein 


111 


2058 


GTCACCAAACA 


1,00 


0,24 


Hs.79283 


selectin P ligand 


1 u 


2059 


TTACACTGTAA 


1.00 


0,24 


Hs.78687 


neutral sphingomyelinase (N-SMase) 
activation associ 




2060 


AAGTTGCATCT 


1,00 


0,24 


Hs.74649 


cytochrome c oxidase subunit Vic 


IS 


2061 


TAGACATTTGA 


1,00 


0,24 


Hs.74649 


cytochrome c oxidase subunit Vic 




2062 


TTCATAGGTAA 


1,00 


0,24 


Hs.7312 


ESTs 




2063 


CATTTTAGGCA 


1,00 


0,24 


Hs.72782 


hypothetical protein FLJ1 1 171 




2064 


ATACTATAATT 


1,00 


0,24 


Hs.6966 


Human DNA sequence from clone RP1 - 
187J11 on chromoso 


20 


2065 


CI I CGC I I IGI 


1,00 


0,24 


Hs.69485 


ESTs, Weakly similar to similar to other 
protein pho 




2066 


ATGATATATGC 


1,00 


0,24 


Hs.6831 


Homo sapiens clone 1400 unknown 
protein mRNA, partia 


25 


2067 


GCCCCCTTACA 


1,00 


0,24 


Hs.49476 


Homo sapiens clone TUA8 Cri-du-chat 
region mRNA 




m® 


TCAGTCCCTGT 


1,00 


0,24 


Hs.3685 


hypothetical protein FLJ20209 






AATTTTCATTA 


1.00 


0,24 


Hs.35092 


ESTs 


M 


2070 


GCCAGTCCACT 


1,00 


0,24 


Hs.34782 


ESTs, Moderately similar to transducin 
[H. sapiens] 




2071 


TAGAGAGTTTA 


1,00 


0,24 


Hs.29643 


ESTs 


35 


2072 


GCTGTCCCCTC 


1,00 


0,24 


Hs.278422 


DKFZP586G1122 protein 


2073 


GTGAAAGCCGT 


1,00 


0,24 


Hs.270662 


ESTs, Weakly similar to transformation- 
related prote 




2074 


TCTTCCAGAAA 


1,00 


0,24 


Hs.256585 


ESTs 




2075 


TTGGCCGGGAT 


1,00 


0,24 


Hs.254900 


ESTs 


40 


2076 


GTAAAGAATGT 


1,00 


0,24 


Hs.24790 


ESTs 




2077 


AAA 1 1 I I IGTA 


1.00 


0,24 


Hs.24650 


ESTs, Moderately similar to AF133913 1 
ARL-6 interac 




2078 


AACGCTGCAAA 


1,00 


0,24 


Hs.24174 


KIAA0876 protein 


45 


2079 


GTACCCTAAAA 


1,00 


0,24 


Hs.239970 


ESTs, Weakly similar to b34l8.1 
[H. sapiens] 




2080 


IAAICI Mill 


1,00 


0,24 


Hs.231463 


EST 




2081 


AAATTGTATGT 


1,00 


0,24 


Hs.22826 


tropomodulin 3 (ubiquitous) 


50 


2082 


CCACTACATTC 


1,00 


0,24 


Hs.22573 


ESTs 




2083 


GCCGCACTCAG 


1.00 


0,24 


Hs.200577 


ESTs 




2084 


TCTTGTCATAC 


1,00 


0,24 


Hs.198998 


conserved helix-loop-helix ubiquitous 
kinase 


55 


2085 


CAGCACCTGAT 


1,00 


0,24 


Hs.198281 


pyruvate kinase, muscle 




2086 


TTGAATAAAAG 


1,00 


0,24 


Hs.198161 


phospholipase A2, group IVB (cytosolic) 




2087 


GGGAAGTGTGC 


1.00 


0,24 


Hs.197733 


ESTs, Weakly similar to TRP7 HUMAN 
TRANSIENT RECEPTO 


ft) 


2088 


CCTGGCCTACC 


1,00 


0,24 


Hs. 19585 


KRAB-zinc finger protein SZF1-1 




2089 


TTTATTTTCAA 


1,00 


0,24 


Hs. 194293 


ESTs 




2090 


TCTCTCTGCCT 


1,00 


0,24 


Hs.1 84987 ESTs 
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2091 


AGAGGAAGTAA 


1,00 


0,24 


Hs.177537 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 




2092 


ACCAAAAAAAA 


1,00 


0,24 


Hs.173724 


creatine kinase, brain 




2093 


GGGACATTTAT 


1,00 


0,24 


Hs.173108 


Homo sapiens clone 24523 mRNA se- 
quence 


> 


2094 


TACCATCCATA 


1,00 


0.24 


Hs. 169476 


glyceraldehyde-3-phosphate dehydroge- 
nase 




2095 


TTGATGAAGAA 


1,00 


0,24 


Hs. 168075 


karyopherin (importin) beta 2 




2096 


GCCCGGTGCCC 


1,00 


0,24 


Hs.1665 


zinc finger protein homologous to Zfp-36 
in mouse 




2097 


AAGAACTGTTT 


1,00 


0.24 


Hs. 159456 


zinc finger protein 288 




2098 


CCAGCAACTGT 


1,00 


0.24 


Hs. 145279 


SET translocation (myeloid leukemia- 
associated) 


15 


2099 


ATGGTGCGTGC 


1,00 


0.24 


Hs. 140498 


ESTs, Weakly similar to ALUE HUMAN 
IWALU CLASS E 




2100 


CTCTTCAGGGT 


1,00 


0.24 


Hs.13781 


Homo sapiens cDNA FLJ11302 fis, clone 
PLACE1009971 


20 


2101 


TCAATGTGAAA 


1,00 


0.24 


Hs. 13467 


Homo sapiens BAC clone RP1 1-121A8 
from 7p14-p13 




2102 


CTTAATACTAC 


1,00 


0.24 


Hs.13273 


KIAA0592 protein 


25 


2103 


GGCTGCAGTAT 


1,00 


0,24 


Hs. 129892 


KIAA0522 protein 




2104 


GGAAGCTGAAG 


1,00 


0.24 


Hs. 128629 


ESTs 




2105 


CCTCGGGCATC 


1,00 


0.24 


Hs.1 26735 


ESTs 




2106 


I I MCI IGCTG 


1,00 


0,24 


Hs. 120907 


Homo sapiens mRNA; cDNA 
DKFZp547D135 (from clone DKF 


30 


2107 


GCCTTGCCTCT 


1,00 


0.24 


Hs.1 18837 


ESTs 




2108 


CTTTAAAAAAA 


1,00 


0,24 


Hs.1 18162 


fibronectin 1 




2109 


TGCGGAAAAAA 


1,00 


0,24 


Hs.1 13207 


G protein-coupled receptor 30 


35 


2110 


TGACTTTCTGC 


1,00 


0,24 


Hs.1 1123 


ESTs, Weakly similar to B3891 9 hypo- 
thetical protein 




2111 


CATTTACATAT 


1,00 


0,24 


Hs.1 09438 


Homo sapiens clone 24775 mRNA se- 
quence 


40 


2112 


AATGTGTTACT 


1,00 


0,24 


Hs.105751 


Ste20-related serine/threonine kinase 




2113 


ATCTTTATTCC 


1,00 


0,24 


Hs.10351 


KIAA0308 protein 




2114 


TGTTTGAATTC 


1,00 


0,24 


Hs.103422 


Homo sapiens mRNA; cDNA 
DKFZp434F1622 (from clone DK 


45 


2115 


ACAACACCCCA 


5,00 


1,00 


Hs.21453 


Homo sapiens mRNA for inositol 1,4,5- 
trisphosphate 3 




2116 


CTGGAAATAAA 


3,00 


0,67 


Hs.69745 


ferredoxin reductase 




2117 


TTATTTATGAA 


3,00 


0,67 


Hs.245188 


tissue inhibitor of metalloproteinase 3 
(Sorsby fund 


50 


2118 


TACCAAGGATT 


3,00 


0.67 


Hs.21729 


splicing factor 3a, subunit 1, 120kO 




21 19 


GTGCCAAACAC 


3,00 


0,67 


Hs.172216 


chromogranin A (parathyroid secretory 
protein 1) 


55 


2120 


CCCGGCCCAAA 


3,00 


0,67 


Hs.133207 


PTPRF interacting protein, binding pro- 
tein 1 (liprin 




2121 


AGAATTGCTTG 


37,00 


4,88 


Hs.56542 


X-prolyl aminopeptidase (aminopepti- 
dase P) 1 , solubl 


60 


2122 


TCTCTGATGCT 


34,00 


4,52 


Hs.6441 


tissue inhibitor of metalloproteinase 2 




2123 


AC ACT GC ACTC 


7,00 


1,27 


Hs.200454 


ESTs. Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 





6:> 



65 

^SDOCID: <0e_.i0i0O127A1_l_> 



DE 101 00 127 A 1 





2124 


G AAATG AG C AG 


6,00 


1.13 


Hs.77293 


KIAA0127 gene product 




2125 


GCTGGATGCGG 


6,00 


1 13 


Hs 18075 


fihromo^omp Q nnpn rpariinn frame ^ 
wi it wi i iwowi i ic w v^ci 1 I CaUiiiy UalllC w 


s 


2126 


GCAAAACCCTA 


6,00 


1 13 


Hs 1 08740 

1 1 w • 1 WW f " w 


DKFZP586A0522 nrntein 




2127 


TTTGCTCTCCC 


15,00 


2,28 


Hs.75350 


vinculin 




2128 


GGAGGCTGAGG 


48 00 

•TO, V/w 


U,w 1 


Hs 185973 

no. i www / w 


mPPflhranft fstfw sipiH fliniH\ Hocattiraeo 

MlciliuiciMw laliy cwlQ ^npia/ ucbaiurase 


10 






01 nn 


0 OA 


no. 1 0900 


nomo sapiens cuina ruJ^uow/ tis, clone 


2130 


GGAGGGGGCTT 


30,00 


3,99 


Hs.77886 


lamin A/C 






A^PTAA^TTT^ 


a nn 


n 

U,00 


Up 1 GkAA7 

ns. i 


co i s, weaKiy similar to L»L3b__nUMAN 
LIM nOMAIN PROTFI 


15 


2132 

C- 1 W^ 


CACACAGTTTT 


18 00 


2 62 


Hs 204354 




2133 


ATGGCGGGTGC 


9 00 


1 52 


Hs 172382 


hvDothetical Drnf^in FLJOnnni 




2134 


GACTTGTATAT 


6 00 


1 12 


Hs 81328 


nucltf»ar faptrtr nff kanna Hnht nrtlurv»ntiHo 
I lUwivoi lawlwJ Ul rVa^/^/d liyili {Jwry^v^DUC 

gene enhan 


20 


2135 


ATAGTACAGCC 


3 00 

w, ww 


0 66 


Hs 6361 


MFK Dartner 1 




2136 


AGCCACCGCTC 


3,00 


0,66 


Hs.6195 


ESTs 




2137 


r^/^r* a r*r* at/"* at 
CjCjUAobA 1 oA 1 


o nn 
3.UU 


n cc 
0,00 


Ue» O7>101Q 

MS. 2/43 iy 


nypoineiicai protein rLJiUouy 




2138 


GCCTGGoACCT 


o aa 

3,00 


rt cc 


HS.1o0o/1 


protein kinase C, alpha binding protein 


25 


2139 


ACAGCCGTC3GG 


O AA 

3,00 


rt 

O.oo 


Ul#« 4 OO AQA 

HS ( 1230y0 


bWi/oNr related, matrix associated, 
a din dependent 




2140 


AG C C G AG ATC A 


5,00 


rt OTT 

0,97 


Hs. 277663 


EST, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J SE 


30 




AoUU 1 1 1 o 1 1 Vj 


oa nn 

£0,UU 




We QQ^n 


coiiagen-Dinaing protein 2 (comgen 2) 


£ I 


O 1 O 1 Oww 1 \s\*r\ 


nn 




no. / w&w*v 


inicneron rcguiciiory Tocxor 0 






Tf^nA^AA^ AGP 


r nn 




no. i r 


u^jicyuiaicu uy i ,^0"uii lyuiuAyviiarnin L/ 
3 

w 


35 


OiAA 


GGPPPPATTGP 


4 no 


0 81 

w,0 1 


H^ 173421 
no. i / w^v& i 


Hitman Hrtno CPOQ ft 1 ^PAP^n/Zf^Tf^^n 
nun ion wiuiic o. i ^wrtw/i « ysj i vjyn 

r^A asi An t a in i no 




04 AC 
^140 


AA 1 A 1 1 OA 1 Av5 


o nn 


n A7 


ns.oooo 


Similar lO nrUDtUl 




214o 




o nn 


n ^7 


Ue Jin7i0 
nS.OU/ si. 


r\i/v\uzu^ protein 


40 


2147 


GAGGTGCCCCA 


2,00 


0,47 


Hs.77955 


ESTs 


2148 


AGTGTAl l I I I 


^» AA 

2,00 


0,47 


Hs. 76473 


insulin-like growth factor 2 receptor 




2149 


T A A A AAA /""* 

T AAAC CT AAAG 


O Art 

2,00 


A A*7 


Hi-, cnc>to 
HS.O0O4o 


ny pot he tical protein PR0 1635 




2150 


AGTCAAGCCCC 


2,00 


0,47 


Hs.57687 


four and a hatf LIM domains 3 


45 


d> 101 


TATPAAAAPAT 
1 A 1 OAAAAOA 1 


o nn 


n A7 


u e O^ftQ^Q 
no.^ooyoy 


Co 1 


^ I OZ 


A 1 OLr 1 AO I o M 


o nn 


n a7 

U,*fr f 




uncnaracienzea nypoinaiamus proiem 
HCDASE 




£. I 00 


riPAPPA A A TP. A 


o nn 


n 47 


Uc 0V\PS 


KIAAin7ft nrAi^in 


50 


2lD4 


PPAATP-PTAT^ 
COAA 1 v?w 1 A 1 


o nn 


n Ai 


Uc 007^ 
nS.^f 00 


norno sapiens mr\i>!A, cuimm 
DKFZp434K0926 (from clone DK 




2155 


/N a T^PTTA O AT 

CATCGTTACAT 


*i Art 
2,00 


0,47 


HS. 173802 


1/1 A A AC AO mama n.^^, ,-»A 

kiaaooOo gene product 


55 


2156 


T A A O A A A A A O 

TAACCAAAAAC 


1 Art 

2,00 


rt A*7 

0,47 


HS. 159241 


£LK4, c i o-domain protein (5Rr acces- 
sory protein 1) 


2157 




o nn 
2,uu 


n 47 


ns.io2i o2 


CCTe 

to 1 S 




£ I JO 


GGAAGGCAAGC 


2 00 

4», WW 


0 47 


Hs 144998 

1 1 <J . I™T*^WJW 


ESTs Weaklv similar to ALU7 HUMAN 
ALU SUBFAMILY SQ 




2159 


GAAAGGTGGTT 


2,00 


0.47 


Hs. 14394 


hypothetical protein FLJ20157 


60 


2160 


TCATAACCTTG 


2,00 


0,47 


Hs. 124029 


inositol polyphosphate-5-phosphatase , 
40kD 




2161 


TACCCCATAAA 


5,00 


0.96 


Hs.281083 


ESTs 
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2162 


CGCCCCCTGCG 


6,00 


1,09 


Hs. 135805 


ESTs, Weakly similar to KIAA1323 pro- 
tein [H.sapiens] 




2163 


ACAAAGCCCCA 


3,00 


0,65 


Hs.8583 


similar to APOBEC1 




2164 


CCTATAGTCCT 


3,00 


0,65 


Hs.41694 


origin recognition complex, subunit 2 
(yeast homolog 




2165 


CCAGTACAGCC 


3,00 


0,65 


Hs. 140978 


Homo sapiens mRNA; cDNA 
DKFZp762H106 (from clone DKF 




2166 


CTGCTGCTGGT 


3,00 


0,65 


Hs. 12289 


Cdc42 effector protein 2 




2167 


CTTAATCTTGT 


4,00 


0,80 


Hs.75462 


BTG family, member 2 




2168 


GCCACACCCCC 


4,00 


0,80 


Hs. 113916 


Burkitt lymphoma receptor 1 , GTP- 
binding protein 




2169 


TCCTCCCTACT 


14,00 


2,04 


Hs.70266 


yeast Sec31p homolog 


15 


2170 


GTGAGACCCCA 


12,00 


1,80 


Hs.198671 


ESTs 




2171 


CAGATGCAAAA 


11,00 


1,68 


Hs. 89506 


paired box gene 6 (aniridia, keratitis) 




2172 


CCCCAGGAGAA 


5,00 


0,93 


Hs. 169902 


solute carrier family 2 (facilitated glucose 
transpo 


20 


2173 


CTTCTGGGGAC 


6,00 


1,06 


Hs.75082 


ras homolog gene family, member G (rho 
G) 




2174 


GTGGCTTACAC 


4,00 


0,79 


Hs. 264482 


Homo sapiens mRNA; cDNA 
DKFZp761A0411 (from clone DK 


25 


2175 


GCGAGACCCCA 


4,00 


0,79 


Hs. 15681 


ESTs 




2176 


TAAACTATTGG 


3,00 


0,63 


Hs.78851 


KIAA02 17 protein 




2177 


GACGGCTGCAA 


3,00 


0,63 


Hs.4909 


dickkopf (Xenopus laevis) homolog 3 




2178 


GTGAAACCGTC 


3,00 


0,63 


Hs.30596 


Homo sapiens mRNA full length insert 
cDNA clone EURO 


:jo 


2179 


CCACTGGACTC 


3,00 


0,63 


Hs.253913 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 




2180 


TGTTAGCAAAT 


3,00 


0,63 


Hs.22666 


ESTs 


;j5 


2181 


AAGTACGAGGA 


3,00 


0,63 


Hs.22660 


ESTs 




2182 


CTGTTGGAAAA 


3,00 


0,63 


Hs. 209863 


ESTs 




2183 


AACCACTGTGC 


3,00 


0,63 


Hs. 188037 


ESTs, Moderately similar to 
ALU7 HUMAN ALU SUBFAMILY 


40 


2184 


CTTCTCCAAAA 


2,00 


0,46 


Hs. 99949 


prolactin-induced protein 




2185 


GTGGTCAAGTT 


2,00 


0,46 


Hs.92127 


ESTs 




2186 


CCTTTGCTGAG 


2,00 


0,46 


Hs.7442 


Human DNA sequence from clone 
742C19 on chromosome 2 


45 


2187 


TTGCTGCCAGC 


2,00 


0,46 


Hs.5566 


gap junction protein, beta 2, 26kD (con- 
nexin 26) 




2188 


TGAATTTCCTG 


2,00 


0,46 


Hs.30057 


Homo sapiens clone 24749 and 24750 
mRNA sequences 


50 


2189 


GTGGTATATGC 


2,00 


0,46 


Hs.279893 


hypothetical protein FLJ20342 




2190 


GTGGTGCACTC 


2,00 


0,46 


Hs.268573 


Homo sapiens mRNA; cDNA 
DKFZp762N226 (from clone DKF 




2191 


GTGGCACAAGC 


2,00 


0,46 


Hs.258487 


EST 


55 


2192 


AGCCACCATAC 


2,00 


0,46 


Hs.236051 


EST 




2193 


TAAAACCGTTT 


2,00 


0,46 


Hs.1 82280 


MADS box transcription enhancer factor 
2, polypeptid 




2194 


CCTTGTTTAAC 


2,00 


0,46 


Hs 173965 


ribosomal protein S6 kinase, 90kD, 
polypeptide 3 


r>o 


2195 


GCTCACTGCAA 


2,00 


0,46 


Hs.163385 


EST 





Co 
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2196 


TGCCTTGGGCT 


2,00 


0,46 


Hs.1497 


retinoic acid receptor, gamma 




2197 


TTATTGTTCCC 


2,00 


0.46 


Hs.12126 


hepatocellular carcinoma-associated 
antigen 112 




2198 


GGGACAACCCA 


2,00 


0.46 


Hs. 11530 


ESTs 




2199 


Gl I ICI IACIG 


2,00 


0.46 


Hs. 106204 


KIAA1327 protein 




2200 


I I I IGCI I I I I 


2,00 


0,46 


Hs. 102267 


lysyl oxidase 


II) 


2201 


Al I I ICAICAA 


2.00 


0.46 


Hs. 101 282 


Homo sapiens mRNA; cDNA 
DKF2p434B102 (from clone DKF 




2202 


TACAGAATGTG 


1,00 


0.23 


Hs 99196 


ESTs 




2203 


TTGTATTGTTG 


1,00 


0.23 


Hs. 98445 


ESTs 




2204 


GGGCAGAAGGC 


1,00 


0,23 


Hs.9585 


ESTs 




2205 


TATTGGCCTGG 


1,00 


0.23 


Hs.79572 


cathepsin D (lysosomal aspartyl prote- 
ase) 


20 


2206 


TGACTGTAAAA 


1,00 


0,23 


HS.75621 


protease inhibitor 1 (anti-elastase), ai- 
pha-1-antitr 




2207 


ACCTGCTTCCC 


1,00 


0.23 


Hs.75458 


ribosomal protein L18 




2208 


TGATACAGAAA 


1,00 


0.23 


Hs.69504 


ESTs 


25 


2209 


AATGAATTCTT 


1,00 


0.23 


Hs.5613 


Homo sapiens mRNA; cDNA 
DKF2p564E2222 (from clone DK 




2210 


Al I I IGICACI 


1,00 


0.23 


Hs.5459 


KIAA1436 protein 




2211 


CACCCTTTACT 


1,00 


0,23 


Hs.5437 


Taxi (human T-cell leukemia virus type 
I) binding pr 


.*!) 


2212 


CTGGTGGGCCA 


1,00 


0,23 


Hs.5338 


carbonic anhydrase Xil 


2213 


CTTTGAAATAG 


1.00 


0.23 


Hs.50476 


ESTs 




2214 


AGTCCTGCTTC 


1,00 


0.23 


Hs.44565 


ESTs 




2215 


TAACATTGAGA 


1,00 


0.23 


Hs.43756 


ESTs 




2216 


CTGAGAAGCGG 


1,00 


0,23 


Hs.41055 


ESTs Hiahlv similar to RL2A hljmam 

ww ' » » "Jjl will HIGH W 1 \ 1 IWlVI/^I^I 

60S RIBOSOMAL PRO 




2217 


TATATATAGAG 


1.00 


0.23 


Hs.34853 


inhibitor of DNA binding 4, dominant 
neaative helix- 


•41) 


2218 


GTCTGCTCCAG 


1.00 


0.23 


Hs.32978 


proprotein convertase subtilisin/kexin 
type 7 




2219 


CCCCCGAGGCT 


1,00 


0.23 


Hs 31019 


ESTs 




2220 


AATGAAAAATT 


1.00 


0.23 


Hs 30888 


cytochrome c oxidase subunit Vila poly- 
peptide 2 like 


45 


2221 


TTTGTACTAAT 


1.00 


0,23 


Hs.29846 


Human DNA sequence from clone 
717M23 on chromosome 2 




2222 


TTCCATTATCA 


1.00 


0,23 


Hs. 29356 


ESTs 


51) 


2223 


GTTTAAAAAGC 


1.00 


0,23 


Hs.29032 


ESTs 


2224 


CAATTTAAAGT 


1,00 


0,23 


Hs.286249 


ESTs 




2225 


TGTATTTGTAA 


1.00 


0.23 


Hs.286056 


ESTs 




2226 


GTGGCGTGCCT 


1.00 


0.23 


Hs.282652 


EST 


55 


2227 


TAAAATGTGAC 


1.00 


0.23 


Hs.268447 


ESTs. Weakly similar to ALU8 HUMAN 
ALU SUBFAMILY SX 




2228 


AACAATAAAAA 


1.00 


0,23 


Hs.268135 


ESTs, Weakly similar to ALU4 HUMAN 
ALU SUBFAMILY SB2 




2229 


GAAACACGTAG 


1.00 


0.23 


Hs.26407 


ESTs 


ft) 


2230 


ACTTTAACAGG 


1,00 


0.23 


Hs.252387 


cadherin EGF LAG seven-pass G-type 
receptor 1 




2231 


AGCCCCACAAA 


1.00 


0.23 


Hs.250570 


ESTs 
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2232 


TGGTGAGATGA 


1,00 


0,23 


Hs.224829 


ESTs 




2233 


GGCACCGCGTG 


1,00 


0,23 


Hs.20677 


KIAA1303 protein 




2234 


CAAGGATAAGA 


1,00 


0,23 


Hs.2001 


thromboxane A synthase 1 (platelet, 
cytochrome P450, 




2235 


CGCCCCGGCGG 


1,00 


0.23 


Hs.1 96244 


ESTs 




2236 


GAAGAGAAGGT 


1,00 


0.23 


Hs. 180455 


RAD23 (S. cerevisiae) homolog A 




2237 


CAGAI I I I GIG 


1,00 


0.23 


Hs. 177656 


calmodulin 1 (phosphorylase kinase, 
delta) 


iu 


2238 


ATTAGTTACAA 


1,00 


0,23 


Hs.1 77635 


KIAA1095 protein 




2239 


CCCACCACATT 


1,00 


0.23 


Hs.1 70610 


ESTs 




2240 


CTGCTAACCCA 


1,00 


0.23 


Hs.170310 


cat eye syndrome chromosome region, 
candidate 1 


15 


2241 


GTTCTCTGCTT 


1,00 


0.23 


Hs.1 69078 


Human clone A9A2BRB6 
(CAC)n/(GTG)n repeat-containing 




2242 


TATGTACAGTT 


1,00 


0,23 


Hs.1 63001 


hypothetical protein PRO0907 




2243 


AACCCGGGAGT 


1,00 


0,23 


Hs.1 61 974 


EST 


20 


2244 


GTAACCTCAAA 


1,00 


0.23 


Hs.161930 


EST 




2245 


TTCAATTTCTT 


1,00 


0.23 


Hs.1 59971 


SWI/SNF related, matrix associated, 
actin dependent 




2246 


AGCTAAAAAAA 


1,00 


0.23 


Hs.1 5953 


hypothetical protein FLJ10120 


25 


2247 


TTATTTAAAAG 


1,00 


0.23 


Hs.1 58135 


KIAA0981 protein 




2248 


GACTCCACATT 


1,00 


0,23 


Hs.1 56637 


Cas-Br-M (murine) ectropic retroviral 
transforming s 


30 


2249 


AGACAAAATTA 


1,00 


0,23 


Hs.1 53487 


signal transducing adaptor molecule 
(SH3 domain and 


2250 


ACTGAGAAGAG 


1,00 


0,23 


Hs.1 30761 


ESTs, Moderately similar to AF151803_1 
CGI-45 protei 




2251 


GGTGCTGAATA 


1,00 


0,23 


Hs.1 2489 


ESTs 


35 


2252 


GATTTCTTTGA 


1,00 


0,23 


Hs.1 19651 


glypican 3 




2253 


TGTCAAAAGAG 


1,00 


0,23 


Hs.1 18578 


Homo sapiens cDNA FLJ20053 fis, clone 
COL00809 




2254 


ACGGGGAGAGT 


1,00 


0,23 


Hs.1 17582 


CGI-43 protein 


40 


2255 


TGGCTTTATCC 


1,00 


0,23 


Hs.1 1506 


Human clone 23589 mRNA sequence 




2256 


GTTGCGTGTCC 


1,00 


0,23 


Hs.1 08300 


NOT3 (negative regulator of transcription 
3, yeast) 




2257 


TAAACGGCCTC 


1,00 


0.23 


Hs.1 0632 


hypothetical protein DKFZp762M136 


45 


2258 


GGCCAGAATGA 


1,00 


0,23 


Hs.1 02708 


DKFZP434A043 protein 




2259 


TGAAGCAAAAA 


1,00 


0,23 


Hs.1 00407 


Homo sapiens mRNA; cDNA 
DKFZp564H2416 (from clone DK 




2260 


TCACAGCTGTG 


19,00 


2,52 


Hs.77054 


B-cell translocation gene 1, anti- 
proliferative 


50 


2261 


AGAAAAAAAAA 


70,00 


7,56 


Hs.251680 


(Manual assignment) not unique, con- 
tains loricrin 




2262 


GTGGCGCACGC 


11.00 


1,65 


Hs.1 35723 


qlycolipid transfer protein 


55 


2263 


TCTGTACACCT 


19,00 


2,51 


Hs.1 82740 


ribosomal protein S1 1 




2264 


AGGGAGGGGCC 


6,00 


1,05 


Hs. 172153 


glutathione peroxidase 3 (plasma) 




2265 


AGGACACCGCC 


5,00 


0,91 


Hs.77793 


c-src tyrosine kinase 




2266 


CGAGGGCACTC 


5,00 


0,91 


Hs.26915 


spectrin, beta, non-erythrocytic 2 


(*) 


2267 


TGCTGCCAGAC 


4,00 


0,77 


Hs.79219 


RalGDS-like gene; KIAA0959 protein 




2268 


TACTGGTTTAT 


4,00 


0,77 


Hs.30299 


IGF-II mRNA-binding protein 2 
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2269 


CCCCCACCTAA 


15,00 


2,04 


Hs.77422 


proteolipid protein 2 (colonic epithelium- 
enriched) 




2270 


TGAATGATACG 


4,00 


0,76 


Hs.278614 


protease, serine, 15 


2271 


TGAAACTGCAA 


4,00 


0,76 


Hs.147189 


HYA22 protein 




2272 


TGAGTCTGGCT 


10,00 


1.48 


Hs.4055 


chromosome 21 open reading frame 50 


10 


2273 


GGAGTGTGCTC 


29,00 


3.36 


Hs.9615 


myosin regulatory light chain 2, smooth 
muscle isofo 




2274 


TCATCGGGCTG 


2,00 


0,44 


Hs.78335 


microtubule-associated protein, RP/EB 
family, member 




2275 


GAGACCTTGGA 


2,00 


0,44 


Hs. 72249 


profease-activated receptor 3 


15 


2276 


CACTGGACGAG 


2,00 


0,44 


Hs.71574 


ESTs 


2277 


TGTACTTATTA 


2,00 


0,44 


Hs.6906 


v-ral simian leukemia viral oncogene 
homolog A (ras 




2278 


ACCACCCTGTT 


2,00 


0,44 


Hs.4864 


KIAA0892 protein 




2279 


ATTTCTCATTC 


2,00 


0,44 


Hs.36794 


D-type cyclin-interacting protein 1 


20 


2280 


GGACAI 1 1 I iC 


2,00 


0,44 


Hs.16986 


hypothetical protein FLJ11046 




2281 


CATCTTAAATG 


2,00 


0,44 


Hs.15467 


hypothetical protein FLJ20725 




2282 


GAATCATTTAT 


2,00 


0.44 


Hs.1 54668 


KIAA0391 gene product 


25 


2283 


ATCAAATGCAA 


9,00 


1,36 


Hs.79070 


v-myc avian myelocytomatosis viral 
oncogene homolog 




2284 


AGCACCAGAAC 


3,00 


0,61 


Hs.60103 


K1AA0690 protein 




2285 


TCCTGACCACC 


3,00 


0,61 


Hs. 26002 


LIM domain binding 1 


30 


2286 


CTTATAATCCC 


3,00 


0.61 


Hs.259541 


ESTs 


2287 


ACCCATCGCCT 


3,00 


0.61 


Hs. 165428 


ESTs 




2288 


CCATTGCACTA 


3,00 


0,61 


Hs.1 15140 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 




2289 


TACCCCAGAAC 


9,00 


1,35 


Hs.145320 


ESTs 


35 


2290 


CTCTCACCCTG 


18,00 


2.27 


Hs.75108 


ribonuclease/angiogenin inhibitor 




2291 


CAAGGGCTTGC 


15.00 


1,96 


Hs. 156764 


RAP1B, member of RAS oncogene 
family 


40 


2292 


TTTGCACTTGT 


7,00 


1,12 


Hs.75188 


wee1+ (S. pombe) homolog 




2293 


GCCAGGAGCTA 


7,00 


1,12 


Hs. 18141 


ladinin 1 




2294 


TAAAATACTCC 


4,00 


0.75 


Hs.8125 


Homo saoiens mRNA" cDNA 
DKFZp586E1521 (from clone DK 


45 


2295 


TGATTGATTTG 


4,00 


0,75 


Hs.5912 


F-box only protein 7 


2296 


TAAAAACTTTC 


4,00 


0,75 


Hs.204096 


lipophilin B (uteroglobin family member), 
prostatein 




2297 


TCACTGCACTC 


16,00 


2.06 


Hs. 261 038 


ESTs 


50 


2298 


ACCAAAGCCCC 


10,00 


1,43 


Hs.284281 


Human putative ribosomal protein S1 
mRNA 




2299 


AATAGGGTCAA 


8,00 


1,22 


Hs.64797 


amyloid beta (A4) precursor-like protein 
2 


55 


2300 


CCTATAGTCCC 


11.00 


1.53 


Hs.140697 


ESTs, Weakly similar to unnamed pro- 
tein product [Hs 




2301 


CCTCCCTGCTC 


3,00 


0.59 


Hs.90790 


ESTs 




2302 


ACCTAGCCACT 


3,00 


0.59 


Hs. 89463 


potassium large conductance calcium- 
activated channe 




2303 


CAGCTCAGCTG 


3,00 


0.59 


Hs.58414 


filamin C, gamma (actin-binding protein- 
280) 




2304 


TCAATAAATGT 


3,00 


0,59 


Hs.1 06747 


ESTs, Weakly similar to AF217508_1 
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uncharacterized b 


couz> 


rArTCACACCC 

1 v^/^w/a w w w 


4 00 

~j WW 


0,73 


Hs 24447 


sigma receptor (SR31747 binding protein 
1) 


2306 


GTGAAACCTGT 


7,00 


1,10 


Hs.272795 


hypothetical protein FLJ20359 


2307 i 


ATCATACCACG 


2,00 


2,80 


Hs.97259 


ESTs 


2308 


AACGGGGCCCT 


2,00 


2,80 


Hs.97203 


small inducible cytokine subfamily A 
(Cys-Cys) t memb 


2309 


TCCCCGGTCAG 


2.00 


2,80 


Hs.80562 


gelsolin (amyloidosis, Finnish type) 


2310 


GCGCATCAAAA 


2,00 


2,80 


Hs.59761 


ESTs 




AATTTCAGGCA 


2,00 


2,80 


Hs 5476 


serine protease inhibitor, Kazal type, 5 


CO \ c 


A TP r P ACT ACT 

A\ I w w w/»w 1 />w 1 


2,00 


2 80 


Hs.3991 


ESTs 


Co 1 o 


ATrCGCTGGGG 

f\ 1 VWWV 1 www 


2 00 

, WW 


2 80 


Hs. 30954 


phosphomevalonate kinase 




ACTGTGGACTG 

^^^^ 1 1 1 


2 00 

fc, WW 


2,80 


Hs.285122 


ESTs, Weakly similar to S53869 laminin 
beta-2 chain 


2315 


AGAGAAGAATG 


2,00 


2,80 


Hs.2841 


neuromedin U 


2316 


AGGATTGTTTG 


2,00 


2,80 


Hs. 283545 


ESTs 


2317 


GTAAAGATTTG 


2.00 


2,80 


Hs.278629 


ESTs 


2318 


ACTATGGATAG 


2.00 


2,80 


Hs.275511 


EST 


2319 


GTTAGGCACGA 


2,00 


2,80 


Hs.272800 


hypothetical protein FLJ20456 


2320 


TGCCACCAACA 


2,00 


2,80 


Hs.271411 


beta-site APP-cIeaving enzyme 2 


cOC\ 


A A ATC5 G AAC A 


2,00 


2 80 


Hs.271226 


ESTs 


9799 
LOCL 


WVJVJ w U 1 V3 M 1 


2 00 

Cm f WW 


2,80 


Hs 258455 


EST 




AUn 1 no 1 w 1 On 


2 no 


2 80 


Hs 25766 

1 1 W • W I WW 


ESTs 


2324 


TATGCTGAAAT 


2 ( 00 


2,80 


Hs.255277 


ESTs 


2o^o 






2 80 


Hs 254914 

1 Iw.fcw^w ' ' 


EST, Weakly similar to NICE-1 protein 
[H. sapiens] 




TCTTGGCAACA 


2.00 

*■! WW 


2.80 


Hs.25431 


KIAA1219 protein 


2327 


CAATAAAATTC 


2.00 


2,80 


Hs.250236 


EST 


2328 


GGCI I 1 IGGTT 


2.00 


2,80 


Hs.230730 


EST, Moderately similar to 
RLA1 HUMAN 60S ACIDIC RIB 


2329 


AG TTTGTTTT A 


2,00 


2,80 


Hs.212570 


EST 


2330 


TTCCACTGTGA 


2,00 


2,80 


Hs. 198862 


fibulin 2 


ZOO 1 


UAAv 1 www 1 w l 


2 00 


2,80 


Hs 187685 


ESTs 


9779 
coOc 


TYi r A f5 ftfi AC PT 

1 OwMwwwnww 1 


2,00 


2,80 


Hs. 173043 


metastasis-associated 1-like 1 


2333 


TACTTCACCCA 


2,00 


2,80 


Hs.169517 


aldehyde dehydrogenase 5 




rill f^ATTTAT 
will OAS 1 1 Inl 


2 00 


2,80 


Hs 165590 


ribosomal protein S13 


2335 


TGTIGI 1 1 1 1 1 


2.00 


2.80 


Hs.145211 


Homo sapiens mRNA; cDNA 
DKFZp434K1 1 1 1 (from clone DK 


2336 


GTAGCGCCTCC 


2.00 


2.80 


Hs.143212 


cystatin F (leukocystatin) 




w 1 nO 1 www www 


2 00 


2 80 

£m t WW 


Hs 142043 


ESTs, Weakly similar to ALU8JHUMAN 
ALU SUBFAMILY SX 


OQQQ 

zooo 


nLU 1 wMww 1 Ow 


2 00 


2 80 

fc, WW 


Hs 137585 


UDP glycosyltransferase 2 family, poly- 
peptide B1 1 


977Q 


CTTCTTCAAAA 

W 1 1 W 1 1 W^^tVt^V 


2,00 


2 80 


Hs.1 37560 


ESTs, Moderately similar to AMSH 
[H. sapiens] 


2340 


CCTCTTTCCAG 


2.00 


2.80 


Hs.134615 


ESTs 


2341 


TCTTAGTTCTA 


2,00 


2,80 


Hs. 130729 


ESTs 


2342 


. CACCTTATAGT 


2,00 


2,80 


Hs.1 17582 


CGI-43 protein 


2342 


1 AGCTTCTACCA 


2,00 


2,80 


Hs.11261 


small proline-rich protein 2A 


2344 


GTCAAGCCCAA 


2.0C 


2.80 


Hs.105033 


\ ESTs, Weakly similar to SPR2J protein 



6> 



MSDOCIO; <DE_J0100127A1_I_> 



DE 101 00 127 A 1 















r Ek, J] * 1 A rfha felt 

IM.musculus] 




2345 


AACTTATCATT 


2,00 


2,80 


Hs. 103368 


ESTs 


5 


2346 


ATGTGCTTCCG 


2,00 


0,43 


Hs.76494 


proline arginine-rich end leucine-rich 
repeat protei 






cci i i 1 1 as rpp 

I 1 1 i I w 1 


4i,UU 


A A O 


nS.o2bQi 


Homo sapiens mRNA; cDNA 
ur\r^pDoof\ioio (worn clone DK 


10 


2348 


CTCTGTTTACA 


2,00 


0,43 


Hs.5947 


mel transforming oncogene (derived from 

roll liriA WW 

Cell line rvr\ 








<&,uu 




Wc 91ft19 


CO 1 9 






CCATTGCAGTC 








CO 1 


15 






9 nn 






imupurine o-rnexnyixransTerase 


2352 


GTGGTGTACAC 


2,00 


0,43 


Hs.168102 


Human proteinase activated receptor-2 

ftlrvlXn, o U i r\ 






ATA A ATA A ATT 


<c,UU 


n >di 


nS. IDOf ' 


nypoinettcai protein rLJ iUoud 


20 


2354 


TTGATAAATAA 


2,00 


0,43 


Hs.1 39226 


replication factor C (activator 1) 2 (40kD)^ 








A Al 


U- 4 nQ7flfl 

ns.ioy/yo 


bo protein 






1 AAAA 1 A 1 bob 




n oo 


nS.btWUi 


nomo sapiens mKNA full length insert 

r»nMA Hnno CI IDA 

cuwm cione tur<u 






u 1 1 1 OVJ 1 1 1 OU 


1 nn 
1 ,uu 


n 99 




Co 1 s 


25 


2358 


CCAAAGGAGAA 


1,00 


0,22 


Hs.8889 


serine hydroxymethyltransferase 1 (solu- 
Die; 




2359 


TGTACCTTTTC 


1,00 


0,22 


HS.8172 


cSTS 


30 


2360 


TGTTAAGTGTT 


1,00 


0,22 


Hs.78825 


matrin 3 


2361 


TACAAGCTGAG 


1,00 


0,22 


Hs.77508 


glutamate dehydrogenase 1 




2362 


TCTGCGGGTGG 


1,00 


0,22 


Hs.76159 


ATPase, H-s- transporting, lysosomal 
(vacuolar proton 


35 


2363 


TATCAATATTC 


1,00 


0,22 


Hs.7306 


secreted frizzled-related protein 1 


2364 


ATG Nil GTAA 


1,00 


0,22 


|_J CQPI) 


carbohydrate (N-acetylglucosamine 6-0) 
suifotransfer 


40 


2365 


GCI 1 I 1 lb FIG 


A f\f\ 

1,00 


0,22 


II _ Cf\A O 


FtM-1-like death receptor binding pro* 
tein 






1 nn 
1 ,uu 


n 99 


nS.OO/ « 


lyrnpnocyie-specjnc proiem i 




2367 


TTCAGAATAAA 


A f\t\ 

1 ,00 


A OO 

0.22 


HS. 50848 


nypotnetical protein FLJ20331 


45 


nor o 

2368 


A A ATP AAT^A 

ACAAToAAGCA 


A f\(\ 
1,00 


A 

0,22 


HS,285oo5 


Homo sapiens mRNA; cDNA 
DKFZp564P013 (from clone DKF 


2369 


GCCTGTGGGGT 


A AA 
1,00 


A 11 

0,22 


nS. 265565 


COT— 

ESTs 




2370 


CAGCAAGGCTT 


A AA 
1,00 


A OO 

0,22 


HS.2o3714 


30 kDa protein 




237 i 


rAA n/^ir^ ap^aa 


a nn 


n 90 


Lie* O fi 4 f\7 

nS.^oiU/ 


coTS 


50 


2372 


TAuOAoAo 1 


a nn 


A OO 

0,22 


nS.279927 


hypothetical protein 


2373 


Al 1 I 1 lolAAA 


-i nn 
1 ,UU 


n 99 




adaptor protein containing pH domain, 
r i d uomain ana 




do/ 1 * 




1 nn 


n 99 


We 97975Q 


r\iAAi«*D/ protein 




2375 


ACGTTTGATTT 


1.00 


0.22 


Hs.27263 


KIAA1458 protein 


55 






1 nn 


n 99 


We 9A7QO 


ui\r^r0D^uU(O4 protein 




0X71 


TTGGTCAGGGT 


1 00 


0 22 








2378 


TGGAGCTATGA 


1.00 


0,22 


Hs.261655 


EST 




2379 


AGACTCAGGCC 


1.00 


0.22 


Hs.24305 


ESTs 


60 


2380 


GTTCATCCTTG 


1,00 


0.22 


Hs.236894 


ESTs, Highly similar to LRP1 HUMAN 
LOW-DENSITY LIPOP 




2381 


TATCTTGTTGC 


1.00 


0,22 


Hs.23296 


ESTs 
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2382 


GTTTGTTTCCT 


1,00 


0,22 


Hs.21143 


ESTs, Weakly similar to KIAA1532 pro- 
tein [H. sapiens] 




2383 


AAGACACTGTT 


1.00 


0,22 


Hs.20707 


hypothetical protein R31 240 1 




2384 


CCTAGAATCTG 


1,00 


0,22 


Hs.20196 


adenylate cyclase 9 


5 


2385 


GTCGGGGGAGA 


1,00 


0,22 


Hs 18844 


ESTs 




2386 


ATGTTGTCAAT 


1,00 


0,22 


Hs.1845 


MHC class I region ORF 




2387 


Tl I ICCCICAG 


1,00 


0,22 


Hs. 184242 


sterol-C5-desaturase (fungal ERG3, 
delta-5-desaturas 


ID 


2388 


ACATTTCATTA 


1,00 


0,22 


Hs.18192 


Ser/Arg-related nuclear matrix protein 
(plenty of pr 




2389 


TTAGCCAGGGT 


1,00 


0,22 


Hs. 180610 


splicing factor proline/glutamine rich 
(polypyrimidi 


15 


2390 


GGTGGAAAAAA 


1,00 


0,22 


Hs. 178728 


methyl-CpG binding domain protein 3 




2391 


GGGCAGAATAA 


1,00 


0,22 


Hs.164690 


ESTs 




2392 


GGTGCCCGGCA 


1,00 


0,22 


Hs.163593 


ribosomal protein L18a 


20 


2393 


TAGCTGAGGCA 


1,00 


0,22 


Hs. 159557 


karyopherin alpha 2 (RAG cohort 1 , 
importin alpha 1) 


2394 


CGGATTCAATT 


1,00 


0,22 


Hs.14763 


ESTs 




2395 


AAGAAAGGGAA 


1,00 


0.22 


Hs. 140908 


ESTs 




2396 


TCAAAAGGGCA 


1,00 


0,22 


Hs.125158 


ESTs 


25 


2397 


CTCTCCTTGCC 


1,00 


0,22 


Hs. 118738 


KIAA0800 gene product 




2398 


TTGCAGAGGGG 


1,00 


0,22 


Hs. 11 0373 


ESTs 




2399 

^ww w 


TGTCTGCAGAA 


1,00 


0,22 


Hs. 10741 8 


ESTs 




2400 


AGCTTCCGCTT 


1,00 


0,22 


Hs. 106529 


CG1-65 protein 


iO 


2401 


CTCACACACAC 


1 00 

l ,ww 


0,22 


Hs. 104311 


novel protein with MAM domain 




2402 


GCCTACCCGAG 


15,00 


1,89 


Hs.23582 


tumor-associated calcium signal trans- 
ducer 2 






GCCCACAGTAG 


4 00 


0 72 

W, * *m 


Hs.76122 


splicing factor, arginine/serine-rich 4 


35 


2404 


ACTGCAGAGCG 


4,00 


0,72 


Hs.12186 


Homo sapiens cONA FLJ20792 fis, clone 
COL01292 




2405 


GGCCCCTCACC 


11,00 


1,48 


Hs.274313 


insulin-like growth factor binding protein 
6 


40 


2406 


AACAGATATTG 


3,00 


0,58 


Hs.190161 


LR8 protein 




2407 


GTGGCAGACGC 


3,00 


0.58 


Hs. 116506 


ESTs, Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ 




2408 


GAAAATAAAGT 


3.00 


0,58 


Hs.1 11334 


ferritin, light polypeptide 


45 


2409 


TTAGTGTCGTA 


11,00 


1,47 


Hs.74649 


cytochrome c oxidase subunit Vic 




2410 


CTTCCTTGCCT 


18,00 


2,10 


Hs.2785 


keratin 17 




2411 


TTCATAGCTGC 


8 00 

WW 


1,16 


Hs.1 55481 


cartilage associated protein 




1 c 


rrCTAGGTTGG 


13,00 


1 64 

i , w—» 


Hs.3989 


plexin B2 


50 


2413 


AAGATATCAGT 


2,00 


0,42 


Hs.74122 


caspase 4, apoptosis-related cysteine 
protease 




2414 


TTTGTTGAATG 


2,00 


0,42 


Hs.44856 


ESTs, Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ 


55 


2415 


CAACGTCCTGA 


2,00 


0,42 


Hs. 29068 


ESTs 




2416 


GAATTGACGCC 


2,00 


0,42 


Hs.21851 


Homo sapiens mRNA; cDNA 
DKFZp586J2118 (from clone DK 




2417 


AACCCATTGTG 


2,00 


0,42 


Hs.1 84326 


CDC10 (cell division cycle 10, S. cere- 
visiae, homoio 


to 


2418 


ACCACTTCCTC 


2,00 


0,42 


Hs.1 73421 


Human clon CE29 8.1 (CAC)n/(GTG)n 
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repeat-containinq 




241 S 


I GCCCATCGTAC 


2.0C 


) 0,4; 


> Hs.10344" 


I ESTS. WeaklV Similar tn tpctioiilor fnUtin 
1 *-w i « ( vveai\iy 0111 Midi IO IcSllCUIat IcKlin 

B1-like pr 




242C 


CCTACTCCCAG 


2,0C 


0,42 


> Hs.10071 


seven transmembrane protein TM7SF3 




2421 


GCCTGGTGACC 


5.0C 


0,8; 


) Hs. 18022^ 


death-associated protein 6 


ID 


2422 


ATGGCAACAGA 


13.0C 


1,62 


! Hs. 14960$ 


integrin, alpha 5 (fibronectin receptor, 
aloha doIvd 

wi^ri tw WWIJW 




2423 


CAGGCCTGGCC 


8.0C 


1,15 


i Hs. 74649 


cytochrome c oxiria^p cnhnnii wi/* 




2424 


GTGAGACCCCG 


8,0C 


1.15 


» Hs.210717 


' ESTs, Moderately similar to 
ALU1 HUMAN Al M ^1 irfaiuii v 


IS 


2425 


GAGCTGGTGAA 


3,00 


0,57 


Hs.6163 


ESTS \A/fiakl\y similar ir% muA^i'iiA j,,- 
w ■ o, vvwcik\iy oiiiiiiar iu rnyoionic OyS- 

trophy kinase [H 




2426 


TCTGTTGAGTG 


3,00 


0,57 


Hs.46679 


ESTs 


21) 


2427 


CTCAACCCCCC 


15,00 


1,78 


Hs.89137 


lOW denSltV liDODrotein-rPtafpri nrrkfain i 

(alpha-2-m 




2428 


ATCACTAAAGA 


4,00 


0.70 


Hs.75888 


phosphooluconate dehvdrnnpna^p 




2429 


CCCCTGCACTC 


4,00 


0,70 


Hs.235213 


ESTs 


25 


2430 


CCCTCTGTCAG 


4,00 


0,70 


Hs. 110095 


Homo sapiens mRNA; cONA 
DKFZd761E0711 (from clnnp DK 




2431 


CACTGCCTTTG 


4.00 


0 70 

W| f w 


Hs 106019 


protein ohncnhafacp 1 rom ilofrnrv* cmR 
unit 10 




2432 


AAGATCAAGAT 


10,00 


1,32 


Hs.1288 


actin, alpha 1, skeletal muscle 


30 


2433 


GCGAGACCCTG 


8,00 


1 13 


Hs 278531 

t ■ W.fc / www 1 


DKF2p434A1014 (from clone DK 




2434 


1 1 IGCCIGGA1 


2,00 


0.41 

w ( -» 1 


Hs.95260 


Autosomal Hiflhlv Dmt/kin 




2435 


GTCCCAACACA 


2,00 


0.41 


Hs.8961 


ESTs 


iS 


2436 


TTGGGGTGCCT 


2,00 


0 41 


Hs 85279 

1 iw.ww&f w 


■ lyuiuAyoiciuiu ^ i f-Dcus/ acnyorogenase 




2437 


AAAAGGCACTT 


2,00 


0 41 


Hs 82425 


dwun reiatwu protein £10 complex, SUDUnil 
5(16kD) 


40 


2438 


TCTTACGCGTT 


2 00 


0 41 


Hs 7Q05 


ono ana rA aomain-containing protein 
SH3PX1 




2439 


ATGCAGTTCAA 


2,00 


0.41 


Hs.65135 


Homo sapiens mRNA; cDNA 

ui\r^pg*tcu i& 1 ^11 urn done L/(\ 


45 


2440 


ATGCTGAGAGG 


2,00 


0,41 


Hs 6185 


-STs Weaklw similar to 
^wim, vucaMy dllllflaf iy 

BcDNA.GH12174 fD melanooastp 




2441 


CATCACACTCC 


2.00 


0.41 


Hs.56729 


ymphocyte-specific protein 1 




2442 


TGCTGTTGCTG 


2,00 


0.41 


Hs.55923 


ESTs, Highly similar to lin-10 protein 
homolog [R.no 


50 


2443 


ATTGTTTCTTG 


2,00 


0.41 


Hs.52081 


KIAA0867 protein 




2444 


AGGGAGACCTG 


2.00 


0.41 


Hs 40154 


umonii f moused homnlnn 




2445 


CTACAAAAAGA 


2,00 


0,41 


Hs.279609 


mitochondrial carrier homolog 2 




2446 


TGTGTTAAGAG 


2,00 


0 41 


Hs 275221 

I9>b f w&& 1 


lypuuiwiiwdi protein rLJ^UUO 1 


55 


2447 


CCACTATACTC 


2,00 


0.41 


Hs.269404 


ESTs 




2448 


UAAIGICC1 IT 


2 00 


0 41 


Hs 172674 i 


lUwicai lowlUl Ul dultValCQ 1 "CeilS, CyiO~ 

Dlasmic 3 


m 


2449 l 


3AACGACCTAG 


2.00 


0.41 


Hs.15783 


Homo sapiens mRNA; cDNA 
DKFZp434P1115 (from clone DK 




2450/ 


AAGAAGGCAAG 


2,00 


0.41 


Hs.1 55402 


D site of albumin promoter (albumin D- 
x>x) binding p 




2451 / 


VrCTATTGAAA 


2,00 


0.41 


Hs. 15386 


ESTs 



6i 



74 

^SDOCID: <0E_10100127A1_I_> 



DE 101 00 127 A 1 



2452 


TCCTATGCAGA 


2,00 


0,41 


Hs. 108924 


DKFZP586P1422 protein 


2453 


GAGACCCTGGA 


3 00 

W, WW 


0.56 

W , WW 


Hs.8088 


similar to S. cerevisiae Sec6p and R. 
norvegicus rse 


2454 


TAGCTCGATCC 


3,00 


0.56 


Hs.58372 


ESTs 


2455 


TTGTCCAGGCT 


7,00 


1,02 


Hs. 99423 


ATP-dependent RNA helicase 


2456 


ACCCTTTAACA 


11,00 


1,39 


Hs.181392 


major histocompatibility complex, class I, 
E 


2457 


Mil IGIAI TA 


4,00 


0,69 


Hs.1 79526 


upregulated by 1,25-dihydroxyvitamin D- 
3 


2458 


GGAGATGAGGA 


5,00 


0,81 


Hs.83419 


KIAA0252 protein 


2459 


AGCCTGGGAGG 


5,00 


0,81 


Hs.1 17582 


CGI-43 protein 


2460 


TCCCTGGGGGT 


1,00 


0,20 


Hs.94875 


ESTs 


2461 


ATCAAAGGTTT 


1 00 

■ , w w 


0.20 

W|fcW 


Hs.94795 


Homo sapiens mRNA; cDNA 
DKFZp5640222 (from clone DKF 


2462 


TAACTTTATAA 


1,00 


0,20 


Hs.81505 


KIAA0579 protein 


2463 


TTGTCCTGACC 


1,00 


0,20 


Hs.80181 


ESTs 


2464 


AACTATGCCAG 


1,00 


0,20 


Hs.7905 


SH3 and PX domain-containing protein 
SH3PX1 


2465 


CTGCTGTAATA 


1,00 


0,20 


Hs.77508 


glutamate dehydrogenase 1 


2466 


GGGTCCTCTCC 


1,00 


0.20 


Hs.76064 


ribosomal protein L27a 


2467 


AGGGCAGTGCC 


1,00 


0,20 


Hs.74649 


cytochrome c oxidase subunit Vic 




TCACCGTGGAC 


1 00 

1 ,ww 


0 20 


Hs.73800 


selectin P (granule membrane protein 
140kD, antigen 






1,00 


0,20 


Hs.69707 


H. sapiens HCG II mRNA 


2470 


ACACTGATTAA 


1,00 


0,20 


Hs.59838 


hypothetical protein FLJ10808 






1,00 


0,20 


Hs.58014 


G protein-coupled receptor, family C, 
group 5, membe 


2472 


GCATTGTGGTG 


1,00 


0,20 


Hs.5534 


ESTs 


2473 


GATTATGTAAT 


1,00 


0,20 


Hs.5056 


CGI-41 protein 


2474 


TATGAGCAGAA 


1,00 


0,20 


Hs.5010 


Homo sapiens clone 24672 mRNA se- 
quence 


2475 


TAAAG GC ACAG 


1,00 


0,20 


Hs.4980 


LIM domain binding 2 


t*T f O 


AttrAAAACTGG 


1 00 


0,20 


Hs.46489 


ESTs 




TG^AAPTGAGT 


1,00 


0,20 


Hs.43899 


Homo sapiens mRNA; cDNA 
DKFZp434C1714 (from clone DK 


947ft 


TTGATTCAACT 


1,00 


0 20 

W ,bW 


Hs.30818 


ESTs 


947Q 


GGTGAGCTACT 


1 00 


0 20 


Hs.29874 


ESTs, Weakly similar to A49656 estro- 
gen-responsive f 


2480 


CCCAAAAAAAA 


1,00 


0,20 


Hs.29595 


JM4 protein 


2481 


GGTTATTGTAT 


1.00 


0.20 


Hs.286184 


Homo sapiens mRNA; cDNA 
DKFZp566C1 14 (from clone DKF 


2482 


GAGAACTGTAG 


1,00 


0.20 


Hs.286169 


ESTs 




TPTGAAAAAAA 


1,00 


0 20 

W, A.W 


Hs.285112 


ESTs 






1,00 


0 20 


Hs.284161 


Homo sapiens mRNA for KIAA1532 
protein, partial cds 


2485 


TGTAGGGGTTA 


1,00 


0.20 


Hs.267289 


polymerase (DNA directed), alpha 


2486 


AAGCTGGAGGC 


1,00 


0.20 


Hs.265327 


Human DNA sequence from clone RP4- 
756G23 on chromoso 


2487 


TACAAAGCATA 


1,00 


0,20 


Hs.26484 


HIRA-interacting protein 3 


2488 


AATTAAAAAAA 


1,00 


0,20 


Hs.257515 


EST 
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2489 


GAACACCGTCC 


1.00 


0,20 


Hs.25300 


hypothetical protein DKFZp761Gl923 




2490 


GCAAAACTGTC 


1,00 


0,20 


Hs.252721 


ESTs 


5 


2491 


GCCGCCCTACG 


1,00 


0,20 


Hs.24907 


coronin, actin-bindina protein, 2B 




2492 


GGGCCTTGGAG 


1,00 


0,20 


Hs.227789 


mitoaen-activated nrntpin kina«». 
activated protein k 


10 


2493 


GGAAGACCAGA 


1,00 


0,20 


Hs. 209464 


ESTs. Weaklv similar to cDNA EST 
yk282b7.5 comes fro 




2494 


GTGGCTGACGC 


1,00 


0,20 


Hs.202234 


ESTs, Weaklv similar to ALU4 HUMAN 
ALU SUBFAMILY SB2 


IS 


2495 


TCAAGTTTAAA 


1.00 


0,20 


Hs.199160 


myeloid/lymphoid or mixed-lineage leu- 
kemia (trithora 


2496 


AAACTATCACA 


1.00 


0,20 


Hs. 194693 


solute carrier family 7 (cationic amino 
acid transpo 


20 


2497 


GGGTAGTGTCA 


1.00 


0,20 


Hs. 183738 


FERM, RhoGEF (ARHGEF) and pleck- 
strin domain protein 


2498 


I 1 I IAI IAICC 


1,00 


0,20 


Hs. 182485 


actinin, alpha 4 




2499 


GCCTTTCCTCA 


1,00 


0,20 


Hs. 180669 


conserved gene amplified in osteosar- 
coma 


25 


2500 


CATTTACTCTA 


1.00 


0,20 


Hs.17109 


integral membrane protein 2A 


2501 


CTGCCATCTTT 


1.00 


0,20 


Hs. 165433 


Homo sapiens mRNA; cDNA 
DKFZp586K1924 (from clone DK 




2502 


TCTTCTTTGTA 


1.00 


0.20 


Hs. 1607 11 


ESTs 




2503 


GGCAAATGAAG 


1.00 


0,20 


Hs. 15589 


PPAR binding protein 


30 


2504 


GTGGTTTGTTG 


1,00 


0,20 


Hs. 15099 


KIAA0740 gene product 




2505 


TTAGGGCCCAG 


1.00 


0,20 


Hs. 13731 3 


ESTs 




2506 


GCCCTTCTCAG 


1.00 


0.20 


Hs. 136506 


beta V spectrin 




2507 


CTTGCTGAAGA 


1,00 


0,20 


Hs.13619 


ESTs 


35 


2508 


AAGTAAGTCTA 


1,00 


0,20 


Hs. 11 7582 


CGI-43 protein 




2509 


GCACCAGGAGC 


1,00 


0.20 


Hs. 110533 


Homo sapiens mRNA; cDNA 
DKF2p761H172 (from clone DKF 




2510 


TTACCCAGTGT 


1,00 


0,20 


Hs. 10888 


ESTs 


40 


2511 


TTTGAATCAGT 


1,00 


0,20 


Hs. 10784 


hypothetical protein FLJ20037 




2512 


i 1 1 IGIGI IGG 


1,00 


0,20 


Hs. 107233 


ESTs 




2513 


CAAACCTTTAA 


9,00 


1.20 


Hs. 105379 


unknown 




2514 


CTAAAAAAAAA 


31,00 


2,97 


Hs.23740 


KIAA1598 protein 


45 


2515 


CCAGTAATCCC 


7,00 


1,01 


Hs.237078 


ESTs 




2516 


CCCATAATCCC 


7,00 


1,01 


Hs.1 11256 


arachidonate 15-lipoxygenase, second 
type 




2517 


ATGGCACCACT 


5,00 


0,79 


Hs.161554 


hypothetical protein FLJ20159 


50 


2518 


CAGCTGGCCAT 


9.00 


1.19 


Hs.79732 


fibulin 1 




2519 


CTGCTGCACTC 


9,00 


1.19 


Hs. 193974 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 




2520 


AATGGCATTGA 


4,00 


0,68 


Hs.31431 


ESTs 


55 


2521 


CTCCCCTGCCC 


9,00 


1,18 


Hs.82422 


capping protein (actin filament), gelsolin- 
like 




2522 


ATGTCCAATTT 


3,00 


0,55 


Hs.247309 


succinate-CoA ligase, GDP-forming, beta 
subunit 


ft) 


2523 


CTACAAI IMC 


3,00 


0,55 


Hs.24307 


f-box and WD-40 domain protein 3 




2524 


CTGTAAAACAA 


3,00 


0,55 


Hs. 180686 


ubiquitin protein ligase E3A (human 
papilloma virus 
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2525 


TGAGGGATGGA 


3,00 


0,55 


Hs.172740 


microtubule-associated protein, RP/EB 
family, member 


2526 


AGGCAGAGGTT 


3,00 


0.55 


Hs.164129 


ESTs. Weakly similar to ALU6 HUMAN 
ALU SUBFAMILY SP 


2527 


GAAAATATCAA 


3,00 


0,55 


Hs. 15423 


hypothetical protein HDCMC04P 


2528 


ATGAAACCCTG 


27,00 


2,59 


Hs.187991 


DKFZP564A122 protein 


2529 


GTCTTCGAAGT 


2,00 


0,40 


Hs.78353 


SFRS protein kinase 2 


2530 


CTGAAGGCTGA 


2,00 


0,40 


Hs.78146 


platelet/endotheiial cell adhesion mole- 
cule (C031 an 


2531 


FGACAAI 1 1 IG 


2,00 


0,40 


Hs.75912 


KIAA0257 protein 


2532 


TGCATCTGTGC 


2,00 


0,40 


Hs. 58589 


glycogenin 2 


2533 


ACCGAAACTTG 


2,00 


0.40 


Hs.38041 


pyridoxal (pyridoxine, vitamin B6) kinase 


2534 


AAGGGGCCTTT 


2,00 


0,40 


Hs. 26208 


collagen, type XVI, alpha 1 


2535 


CCACTGTACTT 


2.00 


0.40 


Hs.183475 


Homo sapiens clone 25061 mRNA se- 
quence 


2536 


ATGCTTTTCAC 


2,00 


0,40 


Hs.181357 


laminin receptor 1 (67kD, ribosomal 
protein SA) 


2537 


GGGTCAGGAGA 


2.00 


0.40 


Hs.181271 


CGI-1 20 protein 


2538 


CACATCCTTAC 


2.00 


0.40 


Hs.173717 


phosphatide acid phosphatase type 2B 


2539 


AATATTAAAAA 


2,00 


0.40 


Hs.168103 


prp28, U5 snRNP 100 kd protein 


2540 


GGCCCCCCTCC 


2,00 


0,40 


Hs. 155979 


KIAA0295 protein 


2541 


TCTAAAAAAAA 


2.00 


0,40 


Hs.13328 


ESTs 


2542 


CGCCTATAATC 


6,00 


0.88 


Hs. 1941 10 


Homo sapiens mRNA; cDNA 
DKFZp434C0814 (from clone DK 


2543 


AAGGATGCCAA 


10.00 


1.25 


Hs. 169946 


GATA-binding protein 3 


2544 


GTCCCTGCCTT 


4,00 


0,67 


Hs.279837 


glutathione S-transferase M2 (muscle) 


2545 


CACCCAATGGG 


4.00 


0,67 


Hs.110121 


SEC7 homolog 


2546 


CAGGAGGAAAG 


5.00 


0.77 


Hs.177425 


KIAA0964 protein 


2547 


TGGGCCCGTGT 


5.00 


0,77 


Hs.11607 


ESTs 


2548 


TGTGACCTCTC 


5.00 


0.77 


Hs.108973 


dolichyl-phosphate mannosyltransferase 
polypeptide 2 


2549 


GGAGGCGGAGG 


6.00 


0,87 


Hs. 15562 


hypothetical protein FLJ 10871 


2550 


GGACAGCTCAG 


3.00 


0,54 


Hs.286242 


ESTs, Weakly similar to hypothetical 
protein [H.sapi 


2551 


GTTACCAGTTT 


3,00 


0.54 


Hs.28264 


Homo sapiens mRNA; cDNA 
DKFZp564L0822 (from clone DK 


2552 


CAACTTAAGTG 


3.00 


0.54 


Hs. 16492 


DKFZP564G2022 protein 


2553 


CCAGTGCACTC 


10.00 


1,23 


Hs.254856 


EST 


2554 


TGCACACACAC 


4.00 


0.66 


Hs.99816 


beta-catenin-interacting protein ICAT 


2555 


CCTCTAATCCC 


4.00 


0,66 


Hs.236150 


ESTs, Weakly similar to AF090942J 
PRO0657 (H.sapien 


2556 


AAGCGCTCTCG 


6.00 


0.86 


Hs.168913 


serine/threonine kinase 24 (Ste20, yeast 
homolog) 


2557 


CTTGTGTGTAG 


6.00 


0,86 


Hs. 158203 


actin binding LIM protein 1 


2558 


GAAATCTGTCC 


2.00 


0,39 


Hs.8710 


ESTs 


2559 


CAAGGAGATCT 


2,00 


0,39 


Hs.7471 


ESTs, Weakly similar to homology with 
GTP binding pr 


2560 


CAAAATACTGC 


2.00 


0,39 


Hs.6557 


ESTs 


2561 


AGATAGCATTA 


2.00 


0,39 


Hs.6241 


phosphoinositide-3-kinase, regulatory 
subunit, polyp 
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2562 


AGAATGTACGG 


2,00 


0,39 


Hs.57973 


hypothetical protein 


5 


2563 


CCACGCACTGT 


2,00 


0,39 


Hs.48778 


Homo sapiens mRNA; cDNA 
DKFZp586O0221 (from clone DK 




2564 


CACCCCTCAGG 


2,00 


0,39 


Hs.26369 


hypothetical protein FLJ20287 




2565 


ATTACACCACT 


2,00 


0,39 


Hs.254565 


EST, Weakly similar to A46010 X-linked 
retinopathy p 


10 


2566 


AACCCAGAAGG 


2.00 


0,39 


Hs. 229985 


EST, Weakly similar to ALU2 HUMAN 
ALU SUBFAMILY SB S 




2567 


GTGGTGTATGC 


2,00 


0.39 


Hs.229244 


ESTs 




2568 


AACTATAAACG 


2,00 


0,39 


Hs.22393 


density-regulated protein 


15 


2569 


AAli I I I A I AGA 


2,00 


0,39 


Hs.206097 


oncogene TC21 


2570 


GTGAAGTTGCG 


2,00 


0,39 


Hs. 1231 78 


translocase of inner mitochondrial mem- 
brane 44 (yeas 




2571 


CCCTCCTGCTC 


3,00 


0,53 


Hs.96731 


huntingtin interacting protein-1 -related 


20 


2572 


AACCCAAACTC 


3,00 


0,53 


Hs.11184 


hypothetical protein FLJ20419 




2573 


GTTGGGACATC 


4,00 


0,65 


Hs.9663 


programmed cell death 6-interacting 
protein 




2574 


CCGCTGATCCA 


4,00 


0,65 


Hs.184161 


exostoses (multiple) 1 


25 


2575 


GGATACAACCT 


4,00 


0.65 


Hs.1 73993 


RNA binding motif protein 6 


2576 


ATTTAAAAAAA 


4.00 


0,65 


Hs.1139 


cold shock domain protein A 




2577 


CATTTAAAAAA 


1,00 


0,19 


Hs.9443 


zinc finger protein 202 




2578 


TATACCTGTGT 


1,00 


0,19 


Hs. 92200 


KIAA0480 gene product 


30 


2579 


GTGAATGACAA 


1,00 


0,19 


Hs.8834 


ring finger protein 3 




2580 


CCCCTCCCCTC 


1,00 


0,19 


Hs.83429 


tumor necrosis factor (ligand) super- 
family, member 1 




2581 


CAATTTATATC 


1.00 


0,19 


Hs.8294 


KIAA0196 gene product 


35 


2582 


ACAGATTCAAT 


1,00 


0,19 


Hs.8248 


NADH dehydrogenase (ubiquinone) Fe-S 
protein 1 (75kD 




2583 


AGTGTATCACA 


1,00 


0,19 


Hs.79844 


DKFZP564M1416 protein 


40 


2584 


GAGGGAGTTGG 


1.00 


0,19 


Hs.77810 


nuclear factor of activated T-ceils, cyto- 
plasmic 4 




2585 


TAACATCCCTG 


1,00 


0,19 


Hs.75400 


KIAA0280 protein 




2586 


GGGAGCTTGTA 


1,00 


0,19 


Hs.74649 


cytochrome c oxidase subunit Vic 




2587 


TAGATGTGATT 


1,00 


0.19 


Hs.62112 


zinc finger protein 207 


45 


2588 


TATAGATCGTC 


1,00 


0,19 


Hs.59757 


zinc finger protein 281 




2589 


AAGTTTTGATT 


1,00 


0.19 


Hs.58382 


hypothetical protein FLJ11101 




2590 


CCAATAGGGCC 


1,00 


0.19 


Hs.5555 


ESTs. Weakly similar to TERA HUMAN 
TRANSITIONAL ENDO 


50 


2591 


I CGCACAC I I I 


1,00 


0,19 


Hs.48998 


fibronectin leucine rich transmembrane 
protein 2 




2592 


AAAGGTTGCAG 


1,00 


0,19 


Hs.47367 


Homo sapiens mRNA; cONA 
DKFZp434O031 (from clone DKF 


cc 

.» j 


2593 


AGCTTTCCAAT 


1,00 


0,19 


Hs.45109 


ESTs 


2594 


TAGCTTCCTTA 


1,00 


0.19 


Hs.44276 


homeo box C 10 




2595 


CTGTTACCTTC 


1,00 


0,19 


Hs.38178 


ESTs 




2596 


CTTATGTATTA 


1.00 


0.19 


Hs.30861 


ESTs 


«) 


2597 


TCAACACAGTT 


1,00 


0,19 


Hs.285874 


ESTs 


2598 


TATTTCGTAAA 


1,00 


0,19 


Hs.285533 


ESTs 




2599 


TACCTGTAATC 


1,00 


0,19 


Hs.284555 


ESTs 




2600 


AATATGTGTAC | 


1,00 


0,19 


Hs.279671 


katanin p60 (ATPase-containing) subunit 



65 j 

I 
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A1 




9R01 


THACCAGGCCC 


1,00 


0.19 


Hs.27536 


ESTs, Weakly similar to unnamed pro- 
tein product [H.s 






AAATGGATGCA 


1.00 


0.19 


Hs.271943 


tetraspanin TM4-B 


5 


2603 


GTGAACCCACG 


1,00 


0.19 


Hs.270791 


ESTs 








1,00 


0,19 


Hs.26045 


protein tyrosine phosphatase, receptor 
type, A 




9R0S 


TATATATGGGG 


1.00 


0,19 


Hs.25426 


ESTs 


10 


2606 


GCAGGTACTGA 


1.00 


0,19 


Hs.24030 


solute carrier family 31 (copper trans- 
porters), memb 




2607 


GCGGCGTGTGC 


1.00 


0,19 


Hs.237040 


ESTs, Weakly similar to AF1 19917 17 
PR01847 [H.sapie 


1 5 


2608 


TTATTTCTTCT 


1.00 


0,19 


Hs.22246 


ESTs 




2609 


GTGGCGCACAT 


1.00 


0,19 


Hs.2 10979 


EST 




2610 


TGTTTCATTCT 


1.00 


0,19 


Hs.2055 


ubiquitin-activating enzyme E1 (A1S9T 
and BN75 tempe 


20 




TTTAAATAGCC 


1.00 


0,19 


Hs. 182965 


Kruppel-like factor 4 (gut) 






AGAAATAAATG 


1.00 


0,19 


Hs. 178356 


EST 




ZD I O 


TAAAGPACTTA 


1.00 


0,19 


Hs. 172806 


ESTs 




2614 


GAAATAGGAAG 


1,00 


0,19 


Hs. 172 180 


KIAA0440 protein 


25 


2ol0 


wA 1 In 1 MO 1 wO 


1.00 


0,19 


Hs. 169487 


Kreisler (mouse) maf-related leucine 
zipper homolog 






GATAATGTCAT 


1,00 


0,19 


Hs. 1691 52 


ESTs 


30 


2617 


GIGI 1 1 1 IGI 1 


1.00 


0.19 


Hs. 169081 


ets variant gene 6 (TEL oncogene) 


ZO i 0 


AOA A ( 1 "1 A AAA 


1.00 


0,19 


Hs. 158867 


ESTs 




ZD i y 


rAAAPATTPAA 


1 00 

* [WW 


0,19 


Hs. 14368 


SH3 domain binding glutamic acid-rich 
protein like 






TrCTTTGGATT 


1.00 


0,19 


Hs. 128659 


ESTs 


35 


2621 


TTCTTTCCTGA 


1.00 


0,19 


Hs. 127453 


ESTs 








1.00 


0.19 


Hs.12348 


ESTs, Moderately similar to B43284 zinc 
finger prote 




9R9^ 


GGTATGGCAGG 


1.00 


0,19 


Hs. 116998 


ESTs 


40 


2624 


AATGGAAGGTG 


1.00 


0,19 


Hs. 11260 


hypothetical protein FLJ1 1264 




ZDZO 


acin.cxc \ \ \ ex ex 

bbbuu 1 1 1 wio 


1,00 


0,19 


Hs.1 10480 


DC 12 protein 




ZDZD 


AAA ATAAAPTT 


1 00 


0 19 


Hs.10712 


phosphatase and tensin homolog (mu- 
tated in multiple 


45 


ZDZ/ 


TAATAT/^Af^rA 


1.00 


0,19 


Hs. 105642 


ESTs 




2628 


ATATACTGTAG 


1.00 


0.19 


Hs. 104557 


hypothetical protein FLJ 10697 




zozy 




1,00 


0,19 


Hs. 104433 


Homo sapiens napsin 2 precursor, 
mRNA, partial seque 


50 


2630 




23.00 


2,13 


Hs.1 80577 


granulin 




2d3i 


o wv%A 1 o 1 vnn 


17.00 


1 70 


Hs 111301 


matrix metalloproteinase 2 (gelatinase A, 
72kO gelat 




2632 


TGTTCTGGAGA 


22,00 


2,05 


Hs.74471 


gap junction protein, alpha 1, 43kD 
(connexin 43) 


55 


2633 


TACTTGGGAGG 


. 5.00 


0,75 


Hs.154103 


LIM protein (similar to rat protein kinase 
C-binding 




2634 


GCTGTTCAGAA 


4,00 


0,64 


Hs.6975 


PRO1073 protein 


60 


2635 


CTGTCTGTGGC 


4,00 


0,64 


Hs.260150 


hypothetical protein FLJ 10209 




2636 


GC AC CTAGTGC 


4.00 


0,64 


Hs.1 287 


zinc finger protein 173 





63 
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2637 


GAGCCTGTAAA 


3,00 


0.52 


Hs.25866 


ESTs 




2638 


AGCGAGAGAGG 


3,00 


0,52 


Hs.232146 


ESTs, Weakly similar to bromodomatn 
containing prote 




2639 


AGTAGCTTGAA 


3,00 


0,52 


Hs. 154248 


KIAA0549 protein 




2640 


CTGTCAGCGGC 


7,00 


0,92 


Hs.7247 


ESTs, Weakly similar to TIE1 HUMAN 
TYROSINE-PROTEIN 


II) 


2641 


GCCCAGCGGCC 


7,00 


0,92 


Hs. 194385 


hypothetical protein FLJ20234 


2642 


ATGGTGCACAC 


2,00 


0.38 


Hs.87521 


ESTs, Weaklv similar to ORF2 consen- 
sus sequence enco 




2643 


ATGTCGTGGTC 


2,00 


0.38 


Hs.6900 


ring finger protein 13 


15 


2644 


GCCCTTCCCCT 


2,00 


0,38 


Hs.63667 


transcriptional adaptor 3 (ADA3 t yeast 
homo!og)-like 




2645 


I GAG I I I I AC A 


2,00 


0.38 


Hs.58373 


ESTs 




2646 


CGGGGCGCGCA 


2,00 


0.38 


Hs.4299 


ESTs 


20 


2647 


AGGAAGCTGAG 


2,00 


0,38 


Hs.3041 


uracil-DNA glycosylase 2 


2648 


CACCTGTAGTT 


2,00 


0.38 


Hs.271053 


ESTs, Weakly similar to A46010 X-linked 
retinopathy 




2649 


CCCTGGGCTTC 


2,00 


0.38 


Hs.226770 


DKFZP566C0424 protein 


:> 


2650 


TAAGGCCTTTC 


2,00 


0,38 


Hs 20149 


leukemia associated npnp 1 ranriirtatp 
tumor suppress 




2651 


AAATCAGGAAC 


2,00 


0,38 


Hs 180549 

■ IVa IWWW^fW 


ESTs Hinhlv similar tn R^fififiO 1 norfiol 
CDS [H.sap 


M) 


2652 


GGAAACCCCAG 


2,00 


0 38 

W, WW 


Hs. 174044 


dish@v@(led 3 fhomalnnmic \t\ Dmcnnhilo 

dsh) 




2653 


ACGCACATTAT 


2,00 


0,38 


Hs. 156007 


Down syndrome critical reaion aene 1- 
like 1 


K 


2654 


CTTCTCTTGAG 


2,00 


0,38 


Hs. 150557 


basic transcription element bindina oro- 
tein 1 




2655 


TTCCTCCAAAA 


2,00 


0,38 


Hs.1 25743 


ESTs 




2656 


GATGAGGAGAC 


46,00 


3 46 


Hs. 179573 


collaaen tvoe I aloha 1 


41) 


2657 


CTGTGAGACCT 


11,00 


1.22 


Hs.1 60741 


Fc fragment of IgG, receptor, transporter, 
alpha 




2658 


CCACACAAGCA 


7,00 


0.91 


Hs. 102737 


aoliath Drotein 




2659 


TTGGCCAGGAT 


31,00 


2,52 


Hs.161785 


Homo sapiens cDNA FLJ 10952 fis, clone 
PLACE 1000374 


-15 


2660 


CTCCCTCTGCC 


11,00 


1.21 


Hs.1 94534 


vesicle-associated membrane protein 2 
(synaptobrevin 




2661 


GAATAAATGTT 


6,00 


0,82 


Hs.8762 


FK506-binding protein 9 (63 kD) 


50 


2662 


ACCAGCTGTCC 


3,00 


0.51 


Hs.84153 


dynamitin (dynactin complex 50 kD 
subunit) 




2663 


CTTCTATGTAG 


3,00 


0,51 


Hs.77225 


ADP-ribosyltransferase (NAD+; poly 
(ADP-ribose) poly 




2664 


GTTTCAGTTAC 


3,00 


0,51 


Hs.7016 


RAB7, member RAS oncogene family 


55 


2665 


GGCCAGTAACA 


3,00 


0,51 


Hs 69559 


KIAA1096 protein 




2666 


GGAGGTGGGAG 


3,00 


0.51 


Hs.1 05097 


thymidine kinase 1 , soluble 




2667 


TGCAATATTTC 


4,00 


0.62 


Hs.94970 


KIAA0306 protein 




2668 


CAGACTTTTGG 


5,00 


0,72 


Hs.63348 


DKFZP586M121 protein 


fill 


2669 


GTGGTG CACGC 


28,00 


2,27 


Hs.181318 


ESTs, Moderately similar to 
ALU7J-IUMAN ALU SUBFAMILY 




2670 


GACCAGGCCCT 


22,00 


1.90 


Hs.1 80266 


tropomyosin 2 (beta) 



80 
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2671 


CGG CAGAGCTG 


4,00 


0,61 


Hs.9610 


purinergic receptor P2X, tigand-gated ion 
channel, 4 


2672 


AACCCAAAAAG 


2,00 


0.37 


Hs.92323 


FXYD domain-containing ion transport 
regulator 3 


2673 


TTGCCTTGCTT 


2,00 


0.37 


Hs.91684 


Homo sapiens cDNA FLJ20148 fis, clone 
COL08032, high 


2674 


GTTAAATCCTG 


2,00 


0,37 


Hs.8881 


ESTs, Weakly similar to RMS1 HUMAN 
REGULATOR OF MITO 


2675 


TAAGTAAAGTG 


2,00 


0.37 


Hs. 36529 


ESTs 


2676 


ATCAAAAAAAA 


2,00 


0.37 


Hs.271699 


polymerase (DNA directed) iota 


2677 


ACCTATTTGTG 


2,00 


0,37 


Hs.252229 


v-maf musculoaponeurotic fibrosarcoma 
(avian) oncoge 


2678 


GAA7GI I I I I I 


2,00 


0.37 


Hs.21432 


SEX gene 


2679 


GTTGTGCCACT 


2,00 


0,37 


Hs.1 96978 


EST 


2680 


CACTTTAAAGT 


2,00 


0.37 


Hs. 194669 


enhancer of zeste (Drosophila) homolog 
1 


2681 


AAATAAAAAAT 


2,00 


0.37 


HS.151696 


DKFZP727G051 protein 


2682 


AAGGTGAAGTA 


2,00 


0,37 


Hs. 146861 


hypothetical protein FLJ20580 


2683 


CTTTAAGAAAG 


2,00 


- 0,37 


Hs. 13456 


Homo sapiens clone 24747 mRNA se- 
quence 


2684 


GTGGCTCTTGC 


2,00 


0.37 


Hs. 12243 


hypothetical protein 


2685 


TCTCTACTAAA 


16,00 


1.51 


Hs. 2496 13 


PRO0365 protein 


2686 


CCCTTCCCCGG 


6,00 


0.80 


Hs.1 12028 


Misshapen/NIK-related kinase 


2687 


ACCTATAAGTA 


6.00 


0,80 


Hs.1 11029 


putative heme-binding protein 


2688 


TTATACAAAAA 


3,00 


0.50 


Hs.88558 


ESTs 


2689 


CTCACTAGTGG 


3,00 


0.50 


Hs.78683 


ubiquitin specific protease 7 (herpes 
virus-associat 


2690 


GCGAAACCCCT 


3,00 


0,50 


Hs.46468 


chemokine (C-C motif) receptor 6 


2691 


GACTGTTGCTG 


3,00 


. 0,50 


Hs.1 79902 


Homo sapiens CTL1 gene 


2692 


CCACTGCAGTC 


7.00 


0.87 


Hs.1 61 554 


hypothetical protein FLJ20159 


2693 


TCAACAAATTT 


1.00 


0.19 


Hs.9315 


HNOEL-iso protein 


2694 


GGACCTTTAAT 


1,00 


0.19 


Hs.90011 


adenylosuccinate synthase 


2695 


GATACTTTGCA 


1.00 


0.19 


Hs.89695 


insulin receptor 


2696 


TATTGAACACG 


1,00 


0.19 


Hs.8867 


cysteine-rich, angiogenic inducer, 61 


2697 


ATGCAACTGGG 


1,00 


0.19 


Hs.8617 


ESTs 


2698 


TTGCCTTCTCT 


1,00 


0.19 


Hs.82906 


CDC20 (cell division cycle 20, S. cere- 
vis iae, homolo 


2699 


! I | IGIAI'GTC 


1,00 


0.19 


Hs.79025 


KIAA0096 protein 


2700 


GAAATGCAGCC 


1.00 


0,19 


Hs.78546 


ATPase, Ca++ transporting, plasma 
membrane 1 


2701 


TGGTAGGTTCT 


1.00 


0.19 


Hs.76136 


thioredoxin 


2702 


ACAAGATATTT 


1,00 


0.19 


Hs.74122 


caspase 4, apoptosis-related cysteine 
protease 


2703 


ACCAGCATCCT 


1.00 


0.19 


Hs.70202 


hypothetical protein FLJ 10897 


2704 


CCTGTCACGAT 


1.00 


0.19 


Hs.6786 


ESTs 


2705 


GTGCAGAGAGC 


1,00 


0.19 


Hs.66392 


intersectin 1 (SH3 domain protein) 


2706 


ATGTTACCTAA 


1,00 


0.19 


Hs.62711 


ESTs 


2707 


CTATTTAGTTA 


1,00 


0.19 


Hs.576 


fucosidase, alpha-L- 1. tissue 


2708 


CAAGTAGCAAA 


1,00 


0.19 


Hs.4924 


DKFZP434N061 protein 


2709 


TTTAAGGGAAT 


1,00 


0.19 


Hs.31463 


KIAA0281 gene product 
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2710 


TGCACTGTGGT 


1,00 


0 19 


Hs 30524 


rino finaer Drotein 24 




2711 


CCATTTCACTC 


1,00 


0.19 

W, 1 w 


Hs. 284467 


EST 




2712 


! I I I ICICCCC 


1,00 


0.19 

W, f w 


Hs.279583 


CGI-81 protein 




2713 


CTGAACCTGAC 


1 00 


0 19 

w, i w 


Hs.255372 


hypothetical Drotein DKF2d56401278 




2714 


TCTACAAAAAA 


1,00 


0,19 


Hs.255298 


ESTs 




2715 


GATTAAATAAT 


1,00 


0,19 


Hs.25485 


ESTs 


10 


2716 


CTTTGTTAGAA 


1,00 


0,19 


Hs.250691 


ESTs 




2717 


TGAAGCCTTGC 


1 00 

1 , WW 


0 19 

W , I w 


Hs.246885 


hypothetical Drotein FLJ20783 




2718 


TAGCCAATGTT 


1,00 


0,19 


Hs.24427 


DKFZP56601646 protein 




2719 


GCCTCCATAAA 


1,00 


0,19 


Hs.23395 


myosin IXA 


15 


2720 


AATTTGAGTGT 


1,00 


0,19 


Hs 22883 


ESTs 




2721 


I 1 I IAAAGAGG 


1,00 


0,19 


Hs.22744 


Homo saoiens mRNA full lennfh in^Art 

* ■ wi • i w wu^ivi i w iiii xi no 1 Uil Iwl (Mil 1 II Iwwl I 

cDNA clone EURO 




9799 




1 ,ww 


0 19 


Hs 223171 
riw*&&^ i # i 


EST 


20 


979^ 


TTTAAAAATTA 


1 00 


0 19 


Hs 21537 

I19.<£. 1 ww f 


{jiuiciil pi iUo{Jl ldlo9« 1, walaiyilw wUDUnil, 

beta isofo 




9794 




1 no 


0 1Q 


H< 9125fi 


FSTfi 

CO 1 9 


25 


9725 


TATTCTGAACA 


1 00 


0 19 

w , 1 w 


Hs 20021 


VwOlwlC ClOOWwIOlCU mciMUlailw (JflHwin 1 
\Oy 1 \a\Jl\JVl CVIM 








1 no 


0 1Q 

U, 157 


ri5>. 1 57ts5?Q57 


CO 1 9 




9797 


A fiTl^ A O A A APT 


1 00 


0 10 


ns. 1090/ 


nomo sapiens d/ao cione rcri i-ououi / 

from 7n5^-n51 


30 


2728 


TTGGCAAAAAA 


1,00 


0,19 


Hs.18136 


nicotinamide nucleotide transhydro- 












U, wl 1096 




2729 


GCTGACACTGA 


1,00 


0,19 


Hs.174139 


chloride channel 3 




97^n 


AATPA^AATTT 


1 00 


0 19 


Hs 173B56 




35 




Tfi A r P A TTTP T 


1 00 


0 1Q 


ri5>. 1 / 1 wV<£ 


rt^r*!! 11*4 in 
UCwJUQin 




CCAAACICTTCC 


1 00 


n 19 


no. i / i uo / 


co 1 9, vvcawy similar iq io i / pro - 
tein [H. sapiens] 


40 


97 

£, i GO 


ATftTTPAATTT 


1 00 

1 ,wV 


0 19 


Hs 1710 


ATP-hinrlinn roeeaHo cnh.fomil\/ P 
r\ ! r"UU 1UII iy UdddCUC, oUU mlTllly D 


2734 


CCACACAAAAA 


1,00 


0,19 


Hs.161554 


hypothetical protein FLJ20159 








1 on 


n iq 

U, 15? 


Me 1fiHfl91 

ns. louoid i 


CO 1 s 


45 


070C 

2/ob 


TP ATP AP ATT A 




n io 


ns. looooo 


wAor^ ano Kirrvi aomain containing 
auapiuT wuri ueam 


97^7 


TTAPPPA^ftPT 


1 nn 


n iq 


ns. i o i w*+o 


nypoineucai proxem ru n iyj 




97 

— / OO 


PPTPAriTTTGG 


1 00 

1 | WW 


0 19 

w, 1 57 


Hs 140944 


HMA can rmpnt on phrnmAenmo V 

L/i^/^ ocyinciH on wiiiurnowOrnv a 
^unioue) 2654 exoressed 

\WI IIV^WW f ^ WW™ W>\^p/| WWOGU 




2739 


C AC CTATAGTC 


1,00 


0,19 


Hs. 138860 


Rho GTPase activating protein 1 


50 


2740 


GGTGCTTCTTT 

>J | 1 1 W 111 


1,00 


0,19 


Hs 129692 

1 l0i I &WWW&* 


ESTs 




2741 


GAGTCCATAAA 


1 00 

1 , WW 


0 19 

W, I w 


Hs. 126266 


ESTs 




2742 


CTAACAGGATT 


1,00 


0,19 


Hs.125031 


choline/ethanolaminephosphotransferase 




2743 


TCGAAACCCCA 


1,00 


0,19 


Hs 117582 

1 I W « 1 1 f WWfc 


CGI-43 orotein 


55 


2744 


AAGGAGTGAAA 


1,00 


0,19 


Hs 111092 

1 1 W . 1 1 1 W Vfc 


ESTs W^aklv/ similar tn nnnarintrnnin 
inducible trans 




2745 


ATCCCTGTGAG 


1,00 


0.19 


Hs. 105820 


ESTs 




2746 


CTCCATCGGCT 


5,00 


0,70 


Hs:65238 


95 kDa retinoblastoma protein binding 
protein; KIAA0 




2747 


GTGGAACCCCG 


5,00 


0,70 


Hs.270796 


ESTs 




2748 


GACCACGAATA 


4,00 


0,60 


Hs.76476 


cathepsin H 
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2749 


CCCTTGTGACT 


4,00 


0,60 


Hs.74649 


cytochrome c oxidase subunit Vic 




2750 


GACCGCGGCTT 


4,00 


0,60 


Hs. 110903 


claudin 5 (transmembrane protein dele- 
ted in velocard 




2751 


CTACCAGGCCT 


6,00 


0,78 


Hs.54457 


CD81 antigen (target of antiproliferative 
antibody 1 




2752 


TTCCGGTTCCA 


18,00 


1,59 


Hs.1 72609 


nucleobindin 1 




2753 


GATAGCACAGT 


27,00 


2,10 


Hs. 103391 


Human insulin-like growth factor binding 
protein 5 ( 




2754 


TACTGTATGTC 


3,00 


0,49 


Hs.5867 


KIAA0851 protein 




2755 


TAATTTCTCAA 


3,00 


0,49 


Hs.5306 


Homo sapiens mRNA; cDNA 
DKFZp586F1 122 (from clone DK 




2756 


GCAAAACCCCC 


3,00 


0,49 


Hs.277209 


EST, Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ S 


15 


2757 


GTGCGGTACCT 


3,00 


0,49 


Hs.25313 


microspherule protein 1 




2758 


TACTGCAAAAA 


3,00 


0,49 


Hs.24557 


DKFZP434H018 protein 




2759 


TGCCTTAGTAA 


3,00 


0,49 


Hs.13015 


ESTs, Highly similar to MTJ1_MOUSE 
DIMAJ PROTEIN HOMO 


20 


2760 


TACTGTGATGT 


3,00 


0,49 


Hs.121619 


chromosome 1 1 open reading frame 1 5 




2761 


GGGGCTGGAGG 


5,00 


0,69 


Hs. 105958 


KIAA0620 protein 




2762 


AACGCTGCGAA 


4,00 


0,60 


Hs.24174 


KIAA0876 protein 


25 


2763 


ATGGTGGGCAC 


4,00 


0,60 


Hs.132390 


zinc finger protein 36 (KOX 18) 




2764 


TTGACTTTTGC 


2,00 


0,36 


Hs.61441 


KIAA1311 protein 




2765 


CCTGTAATCCG 


2,00 


0,36 


Hs.272798 


hypothetical protein FLJ20413 




2766 


CTGTGAAAAAA 


2,00 


0,36 


Hs.181350 


kallikrein 2, prostatic 


30 


2767 


CAGTGCAGTAT 


2,00 


0,36 


Hs. 168640 


Ank, mouse, homolog of 




2768 


AGCCATTGTGC 


2,00 


0,36 


Hs. 163860 


ESTs 




2769 


GGCAGGGTCGA 


2,00 


0,36 


Hs.104627 


Homo sapiens cDNA FLJ10158 fis, clone 
HEMBA1 003463 


35 


2770 


IAAI I I IGAAA 


12,00 


1,19 


Hs.1 17582 


CGI-43 protein 




2771 


TCTGGCATAGC 


6,00 


0,77 


Hs. 168232 


ESTs, Weakly similar to I59365 ubiquitin 
conjugating 




2772 


I ! I I A I GGAAT 


12,00 


1,18 


Hs.77269 


guanine nucleotide binding protein (G 
protein), alph 


40 


2773 


GAI I I I IAAAA 


3.00 


0,49 


Hs.75447 


ralA binding protein 1 




2774 


GACGGCCAGAG 


3,00 


0,49 


Hs.74649 


cytochrome c oxidase subunit Vic 




2775 


TTCTCTGCTCA 


3,00 


0.49 


Hs.21907 


histone acetyltransferase 


45 


2776 


TGGAAGGACCG 


7,00 


0,84 


Hs.5086 


Human DNA from overlapping chromo- 
some 19 cosmids R31 




2777 


TGGGACTCCAG 


4,00 


0,59 


Hs.59384 


Homo sapiens mRNA; cDNA 
DKFZp586E2023 (from clone DK 


50 


2778 


TGGAATTCCCT 


4,00 


0,59 


Hs.1 54846 


phosphatidylinositol 4-kinase, catalytic, 
beta polyp 




2779 


GCTCTCCCCCC 


6,00 


0,76 


HS.100221 


nuclear receptor subfamily 1, group H, 
member 2 


55 


2730 


AGTGGAGGGAA 


5,00 


0.68 


Hs.43509 


ataxin 2 related protein 




2781 


AGCCACCGCAC 


13,00 


1,23 


Hs.42612 


ESTs 




2782 


TCTGAAGTCAA 


8,00 


0.90 


Hs.1 8091 9 


inhibitor of DNA binding 2, dominant 
negative helix- 


fx) 


2783 


AACGCGAACAC 


7,00 


0,83 


Hs.1 8946 


squamous cell carcinoma antigen recog- 
nised by T cell 
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2784 


GTGGCGCACAC 


15.0C 


) 1,32 


J Hs.246717 


f ESTs Weaklv similar to Al 1 17 hi imam 

ww ■ w, v vworviy wiiiiiioi lv nLUf mUIVI/Ms 

ALU SUBFAMILY SQ 




2785 


ATGGTGCCACT 


8,0C 


) 0.9C 


>Hs. 10747$ 


1 KIAA0738 aene oroduct 

' ■ m * w * WW JjVI IV Wl WWUwl 


2786 


TCAGAAAAAAA 


2.0C 


0.3S 


> Hs.8118 


KIAA0650 Drotein 




2787 


TCCCCGTGGCT 


2,0C 


I 0,3£ 


i Hs.75616 


KIAA0018 gene product 




2788 


AATAGGGGAAA 


2,0C 


I 0,35 


) Hs.6147 


KIAA1075 orotein 

i Mnn ivi w }Jl wlwll 1 


II) 


2789 


AGTCCTTATGC 


2.0C 


0.35 


> Hs.39140 


Homo sapiens cDNA FLJ10092 fis, clone 
H EM BA 1002349 

I IklVIWf 1 1 WW&W t w 




2790 


TCCTTGGACCT 


2.0C 


0.35 


► Hs.274550 


oroline cwiria^p hnmninn 


15 


2791 


A I I I IGCTTGG 


2,00 


0,35 


Hs.249495 


heterogeneous nuclear ribonucleoprotein 
A1 




2792 


CTTGTGTTATA 


2,00 


0,35 


Hs. 155024 


B-cell CLL/lymphoma 6 (zinc finger 
protein 51) 




2793 


CAGCTTAATTA 


2,00 


0,35 


Hs. 13996 


ESTs 


20 


2794 


TTGGTCAGGTT 


2,00 


0,35 


Hs.113111 


Homo SaDiens familial Mediterranean 
t iwi ■ iw wwjwiwi iw iwjiiiiiicii iviwwlLd 1 qI IKS dl 1 

fever locus regi 




2795 


GTAATTCTCAA 


2,00 


0,35 

W | ww 


Hs. 107001 


ESTs Hiahlv similar to dRkrsn enfi^ion 

factor [H.sap 


25 


2796 


GCCCCACAGCC 


5,00 


0,67 

w t wr 


Hs 40342 

1 ■ w * t WW ro* 


DUtatlN/e nuclear nrntoin 


2797 


GTATACAACAA 


3,00 


0,48 


Hs 279617 

■ 1 W « G~ t W W f w 


stsroid d^hvrirnnpnaco K/tmnlAn 
wiwi viw uci lyui uyci idoc nuiiiulOC] 




2798 


AGCTAGGGAAG 


3,00 


0,48 


Hs 172180 


OAA0440 orotein 




2799 


TAATTGAAATA 


3.00 


0,48 


Hs. 146668 


<IAA1253 orotein 


30 


2800 


TGATGTGATCA 


3,00 


0,48 


Hs.12272 


beclin 1 (coiled-coil, myosin-like BCL2- 
interacting 




2801 


TGTGAGCCCCT 


9,00 


0,96 


Hs.1 02948 


eniama (L\M domain nrotAirri 




2802 


TACAAGTTTTG 


1,00 


0,18 


Hs.94554 


ESTs 




2803 


GGTACCAAAAA 


1,00 


0,18 


Hs.9450 


zinc finoer nrotein Ad /HPF9\ 


35 


2804 


CCTGGCTCAAA 


1,00 

• 1 w w 


0 18 


Hs 93127 


■Homo saoi@n^ mRNA* rnWA 

DKFZp586l0523 (from clone DK 




2805 


IAAGCCCI I I I 


1.00 


0 18 

W, 1 w 


Hs 90606 


15 kDa selenonrotein 

• w rvb^a wwlwl Iwpi wlwll 1 




2806 


AGACCAATGAA 


1,00 


0.18 

w ( • w 


Hs.9029 


DKFZP434G032 Drotein 


40 


2807 


TGTTTGACTGT 


1.00 


0,18 


Hs.8834 


ring finger protein 3 




2808 


GACCAGCTGCC 


1,00 


0,18 


Hs.84728 


KruDDel-like factor *> fintectinan 

IVU^CI llrVw lawlwl \J lit llwollf (all 




2809 


AGTTGAAGAAG 


1,00 


0,18 


Hs.82120 


nuclear receptor subfamily 4, group A, 
member 2 

lllwlllVvl ^ 


45 


2810 


AGTAGAAGAAT 


1,00 


0,18 


Hs 74561 


alDha-2-maeroalohi ilin 




2811 


GAGCCCAGCCC 


1 00 


0,18 


Hs 72885 

l lv. f &WWW 


a^uiutiuin i iwouuniw aniimicrooiai pro- 
tein 37) 

iwi 1 1 w* r / 


50 


2812 


CACATTTAATT 


1,00 


0,18 


Hs.67619 


Homo s aniens cDMA Fl 110^^^ fie n^na 
NT2RP2001056 




2813 


ACATATTGAGC 


1,00 


0,18 


Hs.41086 


hvoothetical Drotein FLJ200R7 

■ J 9* WM »W \1 WW* WI W1WII 1 1 WWW » 




2814 


I IGACIGAIA 


1,00 


0,18 


Hs.41086 


hypothetical protein FU20067 




2815 


ACCAATACACT 


1,00 


0 18 


Hs.29488 


ESTs 


55 


2816 


GTGAGACCCTA 


1,00 


0,18 


Hs.280237 


EST 




2817, 


AAGATATTCTC 


1,00 


0,18 


Hs.279934 


Homo sapiens mRNA; cDNA 
DKFZp434l0835 (from clone DK 


U) 


2818 < 


GTGGTGCACCC 


1,00 


0,18 


Hs.278709 


EST, Weakly similar to A46010 X-linked 
retinopathy p 




<>819 


TTCTTGCAGCA 


1,00 


0,18 


Hs.273234 


Human DNA sequence from clone 
223H9 on chromosome 22 



6?) 
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2820 


CTTAATATATT 


1,00 


0,18 


Hs.272168 


tumor differentially expressed 1 




2821 


GTGATACCCCA 


1.00 


0,18 


Hs.270302 


ESTs 




2822 


GAAAATATTCC 


1,00 


0,18 


Hs.267811 


KIAA1099 protein 




2823 


ATGAAACCTTG 


1.00 


0,18 


Hs.253488 


EST 


> 


2824 


CAAGATGAACC 


1,00 


0,18 


Hs.25272 


E1A binding protein p300 




2825 


ACAAGAAAAAA 


1,00 


0,18 


Hs.234279 


microtubule-associated protein, RP/EB 
family, member 




2826 


TTTCGAI I I 1 I 


1,00 


0.18 


Hs.225951 


topoisomerase-related function protein 4 


10 


2827 


ATAAAACCCTG 


1.00 


0,18 


Hs.223317 


EST. Weakly similar to ALUC HUMAN 
!!!! ALU CLASS C W 




2828 


GTGGCACGCAT 


1.00 


0.18 


Hs.207823 


Human EST clone 53125 mariner trans- 
poson HsmaM sequ 


15 


2829 


AGGTGTTTCTT 


1,00 


0,18 


Hs. 19978 


arylsulfatase D 




2830 


CTTTCTGTTAT 


1.00 


0,18 


Hs. 197335 


plasma glutamate carboxypeptidase 




2831 


CTCCAAATCCC 


1.00 


0.18 


Hs. 197289 


rab3 GTPase-activating protein, non- 
catalytic subuni 


20 


2832 


GGGGGCTCCTT 


1.00 


0,18 


Hs.19718 


protein tyrosine phosphatase, receptor 
type, U 




2833 


CTTGAAAAAAA 


1.00 


0.18 


Hs. 184325 


CGI-76 protein 




2834 


AAGGTGAGGAC 


1.00 


0.18 


Hs.184216 


DKFZP564C152 protein 


25 


2835 


CAGGGGGTTCA 


1.00 


0.18 


Hs. 183639 


hypothetical protein FLJ10210 




2836 


CCATTATTCTT 


1,00 


0,18 


Hs. 182225 


RNA binding motif protein 3 




2837 


IGI 1 1 1 1 IGIG 


1,00 


0.18 


Hs. 180638 


Homo sapiens cONA FLJ1 1066 fis, clone 
PLACE1004885 


30 


2838 


TGATCCATCCT 


1.00 


0.18 


Hs.178121 


KIAA0626 gene product 




2839 


ATTAGTGTTGG 


1.00 


0.18 


Hs. 177781 


superoxide dismutase 2, mitochondrial 




2840 


GCTATATTTCA 


1.00 


0,18 


Hs. 173571 


KIAA1 053 protein 




2841 


GTGCTATCCTG 


1.00 


0,18 


Hs. 172330 


ESTs, Weakly similar to Wiskott-Aldrich 
Syndrome pro 


35 


2842 


GGGAGACCCTG 


1.00 


0,18 


Hs. 169401 


apolipoprotein E 




2843 


CTTTCAATGTT 


1.00 


0,18 


Hs.164170 


vascular Rab-GAP/TBC-containing 




2844 


CCAHCI 1 1 «C 


1.00 


0.18 


Hs. 162685 


ESTs, Moderately similar to similar to 
KIAA0855 [H.s 


40 


2845 


CCTCTTTAAAG 


1.00 


0.18 


Hs. 15601 6 


KIAA0140 gene product 




2846 


AAGAAGGGATC 


1,00 


0,18 


Hs. 15536 


ESTs, Weakly similar to CNBP HUMAN 
CELLULAR NUCLEIC 


45 


2847 


AACCGCACCCA 


1,00 


0.18 


Hs. 142003 


ESTs, Weakly similar to The K1AA0149 
gene product is 




2848 


GTAAATGAGTA 


1,00 


0.18 


Hs. 13871 7 


ESTs 




2849 


TAAACAAGCAA 


1,00 


0,18 


Hs. 13591 7 


hypothetical protein DKF2p761D1823 


50 


2850 


TGTATGTGGTA 


1,00 


0,18 


Hs. 13299 


Homo sapiens mRNA; cDNA 
DKFZp761M0111 (from clone DK 




2851 


AGCCAGGGTAA 


1.00 


0,18 


Hs. 131 525 


KIAA0998 protein 




2852 


1 1 1 1 GATCACT 


1.00 


0,18 


Hs. 129952 


KIAA0560 gene product 


55 


2853 


CAGCTGGCACT 


1,00 


0,18 


Hs. 12441 8 


ESTs 




2854 


TTAAGGGATGA 


1.00 


0,18 


Hs.11177 


ESTs 




2855 


CAGAATGAGCC 


1,00 


0,18 


Hs.111138 


KIAA0712 gene product 




2856 


TGACCACCTAC 


1,00 


0,18 


Hs.108110 


DKFZP547E21 10 protein 


fto 


2857 


GTGGCAGCCGG 


1,00 


0,18 


Hs. 107054 


KIAA0821 protein 




2858 


GAAGCCATTGT 


1.00 


0,18 


Hs. 106778 


ATPase, Ca++ transporting, type 2C, 
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member 1 










n ifi 


ns.iuojuy 


rnena ot 0ATA2 


s 




GTGCCCGGCAC 


1 no 


n ir 

U, I0 


He in^AR^ 
no. i U**OOQ 


tC5 1 s, weaKiy similar to zinc finger pro- 
tein zfnfi TH 




2861 


GACC1 IA! 1 I I 


1 00 


0,18 


Hs 100217 


ii luaui i ic if upen rcauiny irame id 




2862 


CTGGGCCAGCC 


4,00 


0 57 


Hs 74669 


vcoi^ic-aoouuiaieu memDrane protein o 
(myobrevin) 


10 


2863 


GCCAAGGGGCC 


7 00 


0 81 


He 168663 
no. i uouuw 


uAugjuiaraie uenyarogenase (iipoamide) 




2864 


TCCTACAATCT 


3,00 


0.47 


Hs.219614 


f-box and ieucine-rich repeat protein 11 




£.0\J%J 




^ nn 


n 47 


nS, iO*10*»Z 


ovai-i^/ protein 






Tf^TAAAAAAAA 


^ nn 


n ,47 


ns. n ^ / **o 


synaptonemal complex protein 1 


15 


2867 


TACCCTAGAAC 


27,00 


1,88 


Hs.252588 


Homo sapiens mRNA; cDNA 
u»\r^.poo4ri (rrom clone DKF 


20 




TCAGCAATAAA 






no.i 1 09u 


nomo sapiens cui>s/\ rLj^UoUi lis, clone 
ADSU01303 




mT^TAATCCA 

wv 1 VJ 1 / 1 vvr\ 




n qq 




CO 1 




2870 


TT6TGGAAATC 


2,00 


0,35 


Hs.7807 


ESTs, Weakly similar to predicted using 
oeneiinoer [ 


25 


£0/ 1 






n 




L? ^1 tZ* AAIMIA CM Vt_ _n_j-L ■ j-i_n_ _n_ 1 1 A ' 

ooo acidic riDosomai protein PO 


2872 


GCTGACGGAAA 


2,00 


0,35 


Hs.226377 


phosphate cytidylyltrar.sferase 2, ethano- 
lamine 




2873 


ol (3CU lUGGAo 


2,00 


0,35 


Hs. 143046 


Homo sapiens cDNA FLJ20418 fis, clone 


M) 


2874 


ATGCTAAAAAA 


5,00 


0.65 


Hs. 116455 


EST 








o,uu 


U,4o 




Homo sapiens HSPC296 mRNA, partial 




2876 


TGAGTGGTAGC 


3,00 


0.46 


Hs.77886 


lamin A/C 


35 


OQ77 


vj 1 oAbnuO 1 1 Vj 




n vie 




COT 

to r 




2878 


GTAGCAGGTGT 


11,00 


1,04 


Hs. 140452 


cargo selection protein (mannose 6 
phosphate recepto 




2879 


GTCTGGGGGAT 


6,00 


0,72 


Hs.6721 


lysophospholipase-like 


40 


2880 


TTCCACTAACC 


13,00 


1,15 


Hs.79706 


plectin 1 , intermediate filament binding 
protein, 50 




2881 


TGAAGCAGTAA 


8,00 


0,85 


Hs. 100407 


Homo sapiens mRNA; cDNA 
DKFZp564H2416 (from clone DK 


45 


2882 


ACCCjC II G ITT 


4,00 


0,56 


Hs.77515 


inositol 1,4,5-triphosphate receptor, type 

o 
o 




2883 


CTGGCCAGGCT 


4,00 


0,56 


Hs. 182611 


solute carrier family 1 1 (proton-coupled 
oivaient me 


50 


ZOO** 




i 4 nn 
1 1 ,uu 




nS. 


CLIO .MA.tfWtAfttfM UlA^iMA J ^ \+ t A A — - * A ^ ^ * J| L 

oHj domain binding glutamic acid-nch 
protein like 








a nn 


n 7-t 
0,71 


HS.239ooo 


KIAA0462 protein 


55 


2ooo 


r*>Tr* APTr.TPrT 

U I <j AO I o 1 1 


i nn 


n -17 
0,17 


nS.o429o 


CD74 antigen (invariant polypeptide of 
major nisxoco 






i nn 


n 47 


nS.OJl 14 


crystallin, zeta (quinone reductase) 




2888 


CAAATAACAAG 


1,00 


0,17 


Hs.8262 


ysosomal-associated membrane protein 
2 


60 


2889 


ACTTGTAATTA 


1,00 


0,17 


Hs.80624 


ESTs 




2890 


GACGACAT7CG 


1,00 


0.17 


Hs.79709 


phosphotidylinositol transfer protein 




2891 


TACAAAGATGT 


1,00 


0.17 


Hs.7890 


ESTs 



i 
I 

6> 
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2892 


TTTTCCCCTGA 


1,00 


0,17 


Hs.7822 


Homo sapiens mRNA; cDNA 
DKF2p564C1216 (from clone DK 


2893 


CTTGGATGGCT 


1.00 


0,17 


Hs.7314 


KIAA0614 protein 


2894 


GTAAAATGCAA 


1,00 


0,17 


Hs.66744 


twist (Drosophila) homoiog (acrocepha- 
losyndactyly 3; 


2895 


CGATCACTGAC 


1,00 


0,17 


Hs.6434 


hypothetical protein DKFZp761F2014 


2896 


ATTGAGTCCAG 


1.00 


0,17 


Hs. 58609 


ESTs 


2897 


GGGCTTACTGT 


1.00 


0.17 


Hs.5472 


hypothetical protein FU20173 


2898 


TACCTATTGTG 


1.00 


0,17 


Hs.48958 


ESTs 


2899 


CTTTAAGGTTT 


1.00 


0.17 


Hs.48827 


Homo sapiens mRNA; cDNA 
DKFZp761D0223 (from clone DK 


2900 


ATGCTCTATTT 


1,00 


0.17 


Hs.42179 


KIAA1286 protein 


2901 


GCAGGGAAATA 


1.00 


0,17 


Hs.29263 


ESTs 


2902 


AAAATGACAGA 


1,00 


0,17 


Hs.28707 


signal sequence receptor, gamma (trans- 
locon-assodat 


2903 


AGCCCACTGCT 


1,00 


0,17 


Hs.284251 


KIAA0544 protein 


2904 


GGCCAGTGAGG 


1,00 


0.17 


Hs.279899 


tumor necrosis factor receptor super- 
family, member 1 


2905 


CCTTGCCTGAA 


1.00 


0,17 


Hs.278431 


SCO (cytochrome oxidase deficient, 
yeast) homoiog 2 


2906 


AAAGTGTATTT 


1,00 


0,17 


Hs.274396 


KIAA1423 protein 


2907 


CAGCTTTGCTG 


1,00 


0,17 


Hs.25248 


ESTs 


2908 


TGAGCACTCGA 


1.00 


0,17 


Hs .25005 


ESTs 


2909 


CCTGTAATTTC 


1.00 


0.17 


Hs.249622 


EST 


2910 


AGTCACCAGCA 


1.00 


0,17 


Hs.23598 


CREB binding protein (Rubinstein-Taybi 
syndrome) 


£9 1 1 


GGTACACATAC 


1,00 


0,17 


Hs. 225568 


ESTs 


^9 1 £ 


TGAAAGTGATT 


1,00 


0,17 


Hs. 20695 


KIAA0294 gene product 




CAGAGGCGTCC 


1.00 


0.17 


Hs. 193053 


eukaryotic translation initiation factor 2C, 
2 


9914 


TTTGTTGTTGA 


1.00 


0.17 


Hs.18571 


protein kinase, interferon-inducible dou- 
ble stranded 


2915 


TGCCCAACTTC 


1,00 


0,17 


Hs.1 8376 


KIAA1 31 9 protein 


2916 


TAGTATGGCTA 


1,00 


0,17 


Hs.1.73001 


hypothetical protein 


2917 


CTATGTCTTTA 


1.00 


0.17 


Hs. 172280 


SWI/SNF related, matrix associated, 
actin dependent 


2918 


CAAGTAACTAG 


1.00 


0,17 


Hs.172199 


adenylate cyclase 7 


2919 


CTTCCTTGTAG 


1.00 


0,17 


Hs.171917 


hypothetical protein FLJ 11085 


2920 


GAAGATTGAGA 


1,00 


0,17 


Hs. 167503 


signal transducer and activator of tran- 
scription 5A 


2921 


CCGTGAAGTTT 


1.00 


0,17 


Hs.1 59448 


surfeit 2 


2922 


GTGATGTGCGC 


1,00 


0,17 


Hs.1 58455 


ESTs 


2923 


TGATTACAATC 


1.00 


0.17 


Hs.149155 


voltage-dependent anion channel 1 


2924 


TTTCAATACCA 


1.00 


0,17 


Hs.1 27006 


ESTs 


2925 


GCAACCGTACT 


1,00 


0,17 


Hs 126388 


ESTs 


2926 


CTATGTTCTGT 


1,00 


0.17 


Hs.1 1494 


fibulin 5 


2927 


CCTAACGATAC 


1,00 


0,17 


Hs.11317 


ESTs 


2928 


TAAAGGCTTTT 


1,00 


0,17 


Hs.109045 


hypothetical protein FLJ10498 


2929 


GACACAGTTAT 


1,00 


0,17 


Hs.108396 


ALR-like protein 


2930 


TGTAGAAAAAA 


10,00 


0,96 


Hs.1 79661 


tubulin, beta polypeptide 
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2931 


CTCATATGTTA 


3.0C 


I 0.46 


Hs.8939 


yes-associated protein 65 kDa 




2932 


GGAGCCAGGCC 


3.0C 


l 0,46 


Hs.77490 


glutathion S-transferase theta 1 




2933 


GTGAAACACCA 


3,00 


0,46 


Hs.231777 


EST 




2934 


GCTCTCGGCGG 


3,00 


0,46 


Hs. 183994 


protein phosphatase 1, catalytic subunit, 
alpha isof 


II) 


2935 


CAGATTGCTGA 


5.00 


0,63 


Hs.21537 


protein phosphatase 1, catalytic subunit, 
beta isofo 




2936 


TCCACTACCAA 


4,00 


0,55 


Hs. 18885 


CGM 16 protein 




2937 


TATCCTGGCTC 


4,00 


0,55 


Hs. 160483 


erythrocyte membrane protein band 7.2 
(stomatin) 


15 


2938 


CCCAGCCTGAA 


2,00 


0,34 


Hs.95783 


ESTs 




2939 


ICI I I I IAAAA 


2,00 


0.34 


Hs.748 


fibroblast growth factor receptor 1 (fms- 
related tyr 




2940 


AGGAGATGGAG 


2,00 


0,34 


Hs.73987 


CDC-like kinase 3 


30 


2941 


CTGCAGAATAT 


2,00 


0,34 


Hs.4310 


eukaryotic translation initiation factor 1 A 




2942 


AIM ICC I 1 AG 


2,00 


0,34 


Hs.279819 


APR-1 protein 




2943 


IAI 1 IAI ICAA 


2,00 


0.34 


Hs.267690 


KIAA1228 protein 




2944 


CCGAI 1 1 MAC 


2.00 


0,34 


Hs.26570 


hypothetical protein FLJ20422 


''S 


2945 


AGCCTCGGCCA 


2.00 


0,34 


Hs.252280 


Rho guanine nucleotide exchange factor 
(GEF) 1 




2946 


GGACCACCCAA 


2,00 


0,34 


Hs.239298 


microtubule-associated protein 4 


.to 


2947 


CGAGTGAGAGG 


2,00 


0.34 


Hs.206259 


Homo sapiens mRNA for KIAA1 190 
protein, partial cds 




2948 


GTGAACCCTGT 


2,00 


0,34 


Hs.204169 


ESTs 




2949 


TGTGCATCTTG 


2,00 


0,34 


Hs. 18878 


ESTs, Weakly similar to dJ876B10.4 
[H.sapiens] 




2950 


IGIAGIAI 1 IU 


2,00 


0.34 


Hs. 18842 


protein kinase C and casein kinase 
substrate in neur 




2951 


TCTATCTCAGG 


2,00 


0.34 


Hs. 181406 


endothelin converting enzyme 1 




2952 


CGGGGTGGCCG 


2,00 


0.34 


Hs.1584 


cartilage oligomeric matrix protein (pseu- 
doachondrop 


40 


2953 


CAGTGTATATA 


2,00 


0,34 


Hs. 108725 


HSPC040 protein 




2954 


ACI 1 IAGAIGG 


8,00 


0,83 


Hs. 80988 


collagen, type VI, alpha 3 




2955 


GCCCAAGGACC 


31,00 


1,90 


Hs. 195464 


filamin A, alpha (actin-binding protein- 
280) 


•4S 


2956 


IGCACGI 1 1 IC 


189,00 


7,65 


Hs. 169793 


ribosomal protein L32 




2957 


CATTATAACTT 


5,00 


0,63 


Hs.84359 


hypothetical protein 




2958 


GACCCTAGCTC 


5,00 


0,63 


Hs.30570 


polyglutamine binding protein 1 




2959 


AGCCACTGCAC 


23,00 


1.56 


Hs. 1221 26 


ESTs 


50 


2960 


AGGGGCCGGGG 


4,00 


0,55 


Hs.77448 


aldehyde dehydrogenase 4 (glutamate 
gamma-semialdehy 




2961 


AGGAAGGAACA 


4,00 


0.55 


Hs. 173684 


v-erb-b2 avian erythroblastic leukemia 
viral oncogen 


55 


2962 


CCTAAACTCAA 


3,00 


0,45 


Hs.16187 


uncharacterized hematopoietic 
stem/progenitor cells 




2963 


1GI ICCCI 1 IG 


3.00 


0,45 


Hs. 11 8630 


MAX-interacting protein 1 


ft) 


2964 


GTTCATAGTAT 


3,00 


0,45 


Hs.109253 


N-terminal acetyltransferase complex . 
ard1 subunit 




2965 


AACTAACAAAA 


59,00 


2,94 


Hs.3297 


ribosomal protein S27a 




2966 


AAGGTGCCTCC 


6,00 


0,69 


Hs.75410 


heat shock 70kD protein 5 (glucose- 



6!> 
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regulated protein 




2967 


GGGGCTTCTGT 


5,00 


0,62 


Hs.18069 


protease, cysteine, 1 (legumain) 




2968 


GTGGTGGACAC 


13,00 


1,08 


Hs.285196 


hypothetical protein PR01847 




2969 


CCGTGACTCTG 


19,00 


1,35 


Hs. 15571 2 


Homo sapiens mRNA; cDNA 
DKF2p58602223 (from clone DK 




2970 


TGCAGATGGTT 


6,00 


0,69 


Hs.3628 


mitogen-activated protein kinase kinase 
kinase kinas 




2971 


AAAGGAATGAG 


2.00 


0.33 


Hs.79672 


KIAA0652 gene product 


10 


2972 


ATAATAAAGCT 


2,00 


0.33 


Hs.37682 


retinoic acid receptor responder (tazaro- 
tene induced 




2973 


CTGCAGAAATT 


2,00 


0.33 


Hs.286205 


Homo sapiens clone 23938 mRNA se- 
quence 


15 


2974 


ATCGATCGCCT 


2,00 


0.33 


Hs.285211 


KIAA1067 protein 




2975 


CCAGTAACCCC 


2,00 


0,33 


Hs.238442 


ESTs, Moderately similar to 
ALU7 HUMAN ALU SUBFAMILY 




2976 


CACI I I ICIGI 


2,00 


0,33 


Hs.23786 


ESTs 


20 


2977 


GTGGCATACAC 


2,00 


0.33 


Hs.223603 


Homo sapiens mRNA; cDNA 
DKFZp761D09121 (from clone D 




2978 


GTCCCAGGATT 


2,00 


0.33 


Hs. 158064 


peroxisome receptor 1 




2979 


ATGTCTTCGTT 


2,00 


0.33 


Hs. 144926 


ESTs 


25 


2980 


AAAAGGAGATC 


2,00 


0,33 


Hs. 144904 


nuclear receptor co-repressor 1 




2981 


GCGACCAACAT 


5,00 


0,61 


Hs.4055 


chromosome 21 open reading frame 50 




2982 


ATCCGCCTGCT 


5,00 


0,61 


Hs. 279904 


ESTs 




2983 


GTGAAACCCAT 


5,00 


0.61 


Hs.17311 


hypothetical protein FLJ20004 


30 


2984 


GACCACCTTTA 


3,00 


0.44 


Hs.83551 


microfibrillar-associated protein 2 




2985 


GAGCTTACATT 


3,00 


0.44 


Hs.285706 


ESTs, Weakly similar to ALUC HUMAN 
!!!! ALU CLASS C 




2986 


GTGAGACCTCA 


3,00 


0.44 


HS.268541 


novel SH2-containing protein 1 


35 


2987 


GAAACAAAATG 


3,00 


0.44 


Hs. 14896 


DHHC1 protein 




2988 


GGTGAAGACAA 


10,00 


0.91 


Hs.26951 


KIAA0375 gene product 




2989 


TTGCTGTGTGA 


4,00 


0.53 


Hs. 108258 


actin binding protein; macrophin (micro- 
Filament and 


40 


2990 


GTCTAGAATCT 


5,00 


0.61 


Hs. 92384 


vitamin A responsive; cytoskeleton re- 
lated 




2991 


GCGAAACCCTG 


62,00 


2.85 


Hs. 199067 


v-erb-b2 avian erythroblastic leukemia 
viral oncogen 


45 


2992 


CTTCCTGJACA 


7,00 


0.74 


Hs.273237 


postmeiotic segregation increased 2-like 
8 




2993 


GCTATGGTTTC 


1,00 


0.17 


Hs.93560 


ESTs, Weakly similar to unnamed pro- 
tein product [H.s 


50 


2994 


GTGCAGTTAGC 


1,00 


0.17 


Hs.8836 


CGI-56 protein 




2995 


GTGCTATTATT 


1,00 


0,17 


Hs.86386 


myeloid cell leukemia sequence 1 
(BCL2-related) 




2996 


GACCTTAAGGC 


1,00 


0.17 


Hs.8562 


hypothetical protein FLJ20374 


55 


2997 


AGCAGTCCAAC 


1,00 


0.17 


Hs. 84264 


acidic protein rich in leucines 




2998 


CCACTCCAAAA 


1,00 


0.17 


Hs 82890 


defender against cell death 1 




2999 


TTGTACAACTG 


1,00 


0.17 


Hs.79019 


baculoviral IAP repeat-containing 1 




3000 


ICI I I I I ICAU 


1,00 


0.17 


Hs.75209 


protein kinase (cAMP-dependent, cata- 
lytic) inhibitor 


60 


3001 


ACGCCGCCCAA 


1,00 


0.17 


Hs.7306 


secreted frizzled-related protein 1 
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OUU£ 




1 ,00 


A A 1 

0,17 


nS.o29o 


KIAA1151 protein 








1 nn 

i f 0l 


A A "7 

0,17 


MS. 50293 


cbTS 


5 


30O4 




1 no 


n 17 

0,1 / 


ns.ODoyo 


COTe 

to 1 S 


3005 


AGAAGCAAGAG 


1,00 


0,17 


Hs.5470 


IL-17B receptor 




ouuo 




1 no 
I ,uu 


0,1 f 


nS.DZOO 


cnromosome 1 1 open reading frame2 




3007 


ft A(^ AA<3 ATA 


1 00 


0 17 




beta-site APP-cleaving enzyme 


10 


3008 


A^ATAATOTftT 


1 00 


0 17 

0,1 f 




ono aomain protein IB 


3009 


CM 1 1 IGGAIG 


1,00 


0,17 


Hs.3994 


ESTs 








1 ,00 


0,17 


Hs. 38750 


ESTs, Weakly similar to mSm3A associ- 
ated polypeptid 


15 


oOl i 


A l 0 ACp 1 A 1 I o 


1,00 


A A ^ 

0,17 


Hs.278554 


heterochromatin-like protein 1 




3012 


AGAATCCCTTG 


1,00 


0,17 


Hs.277073 


EST 




3013 


A a A A A A A A A 

GAAGAAAAAAA 


1,00 


0,17 


Hs. 274429 


Homo sapiens cDNA FLJ1 1 192 fis, clone 
PLACC1007D18, 


20 




APTrSATPTmA 
1 V5M IUI 1 On 


i AA 

1 ,uo 


A 1 7 

0,17 


nS.^/^oo 


Momo sapiens mRNA; cDNA 














n^P7n^fii<3W^ Qfi /from />U n A plW/'C ■ 




3015 


ACCC 1 1 1 ! 1 1 1 


1,00 


0,17 


Hs.257486 


hypothetical protein FLJ20062 




ou IO 


TTf^TAA A A AA A 


1 nn 


fi 17 
0,1/ 


U- *5^1 *577 


taxol resistance associated gene 3 


25 


oUl / 


P^P^IA A A^P AP 


1 ,UU 


0,17 


MS. ^4^0^ 


COT** 

to 1 S 




JOlo 


TA A ^T/^TV* AAA 

1 AAU 1 o 1 U AAA 


4 AA 

1,00 


A 4 "7 

0,17 


Hs.238205 


hypothetical protein PRO2013 




3019 


GTGGCTGATGC 


1,00 


0,17 


Hs.238118 


EST 


:w 


3020 


AAA V yil ^^^T* A TT^N 

AAATTTGTATG 


1,00 


0.17 


Hs.235445 


Homo sapiens mRNA; cDNA 
DKFZp761G2312 (from clone DK 




3021 


AGCCACCAGGC 


1,00 


0,17 


i | AAA AAA 

Hs. 230396 


EST 




3022 


AAGGACATTCG 


1,00 


0,17 


Hs.214982 


laminin, gamma 1 (formerly LAMB2) 




3023 


CCATAGAl 1 IC 


1,00 


0,17 


Hs. 194035 


|^| A A i . 

KIAA0737 gene product 


35 


3024 


TTCTCAATACA 


1,00 


0,17 


Hs.193164 


ESTs 


3025 


GCTTGTATGAG 


1 ( 00 


0.17 


Hs. 186655 


Homo sapiens mRNA; cDNA 
DKFZp434M0223 (from clone DK 


40 


3026 


CCTGTCAATGT 


1,00 


0.17 


II Jk AA A*V 

Hs.18387 


transcription factor AP-2 alpha (activating 
enhancer 


3027 


GGAATTTGCTT 


1,00 


0,17 


Hs. 183745 


ESTs 




3028 


GGGCTAGTGGG 


1,00 


0.17 


Hs.1 82591 


RAS guanyl releasing protein 1 (calcium 
and DAG-regu 


45 


3029 


GTGACGCCCCG 


1,00 


0,17 


Hs.1 79661 


tubulin, beta polypeptide 


3030 


CAATGAGCATC 


1,00 


0,17 


1 Jk ^ A A+\ A A 

Hs.1 73993 


RNA binding motif protein 6 




3031 


AATGTACCTGG 


1,00 


0.17 


Hs.1 73422 


cAMP responsive element binding pro- 
tein 3 (luman) 


50 




bUUU 1 UA 1 1 AA 


i AA 

i ,U0 


A 1 7 

0,17 


iS.lD9o70 


FY N oncogene related to SRC, FGR, 

TCO 




3033 


ATACAAATATG 


1,00 


0,17 


Hs. 16533 


myosin phosphatase, target subunit 1 




3034 


TTGCACTTAAT 


1,00 


0,17 


Hs.16206 


uncharacterized hypothalamus protein 
HT008 


55 


3035 


AAAGCTGTGTT 


1,00 


0,17 


Hs. 155485 


huntingtin interacting protein 2 




303o 


ACaAA 1 AAA 1 L>\ 


1,00 


0,17 


_J a 4'C 4 4 

HS.1 54437 


phosphodiesterase 2A, cGMP-stimulated 




3037 


GAAAACTACCC 


1,00 


0,17 


Hs.1 50741 


2' t 3'-cyclic nucleotide 3 1 phosphodi- 
esterase 


60 


3036 


TGGCCTAATAA 


1,00 


0.17 


Hs.1501 


syndecan 2 (heparan sulfate proteogly- 
can 1, cell sur 




3039 


GTATCAAGCAG 


1,00 


0,17 


Hs.1 494 36 


kinesin family member 5B 
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3040 


CCTGAGTGCGT 


1,00 


0,17 


Hs. 14595 


hypothetical protein FLJ20615 




3041 


TAACACTGACT 


1,00 


0,17 


Hs. 13809 


hypothetical protein FLJ 10648 




3042 


TAATTCTTTTA 


1,00 


0.17 


Hs.13572 


calcium modulating ligand 




3043 


GCTCAAAACCT 


1,00 


0,17 


Hs. 123210 


ESTs 


5 


3044 


GCACGGAAAAA 


1,00 


0.17 


Hs. 118397 


AE-binding protein 1 




3045 


CCTCTCCAACA 


1 00 

1 | WW 


0 17 

W, 1 1 


Hs.1162 


ma tor histocomoatibilitv eomnlpY rlac« 

ii icijvi 1 1 1 w iwwwt 1 1 fJO Vt will I ¥ vwll IUICA) wlwOw 

II, DM beta 




3046 


AGGGATATGGG 


1,00 


0.17 


Hs. 114434 


ESTs Weaklv similar to ALU 1 HUMAN 

>^ ■ » i » • vwimj will myi % w / \ ^ \y i |i \J \ V \f\ 1 t| 

ALU SUBFAMILY J S 


ItJ 


3047 


GATCAAAATTT 


1,00 


0.17 


Hs. 109805 


Homo sapiens cDNA FLJ201 53 fis clone 
COL08656, high 




3048 


AGAGGGACAAC 


1,00 


0,17 


Hs.10647 


FLJ00005 protein 


15 


3049 


CCATCCAGGCA 


1,00 


0,17 


Hs. 106260 


sorting nexin 10 




3050 


TGTAACGTGGG 


3,00 

W| w w 


0.44 


Hs.66762 


Homo sapiens mRNA; cDNA 
DKF2p564A026 (from clone DKF 




3051 


CACCTTCTGCC 


3,00 


0,44 


Hs.25511 


transforming growth factor beta 1 in- 
duced transcript 


20 


3052 


CTGTACAGACA 


35,00 


1,88 


Hs.251653 


tubulin, beta, 2 




3053 


AAAGTTTGAGA 


4,00 


0,53 


Hs.23581 


leptin receptor gene-related protein 




3054 


GGCTTCCTAAT 


2,00 


0.33 


Hs.284146 


hypothetical protein DKFZp762N0610 


25 


3055 


CGAGGGGGGCG 


2 00 


0,33 


Hs. 169875 


thrombospondin 3 




3056 


CCCAAGCTAGC 


67,00 


2,89 


Hs.76067 


heat shock 27kD protein 1 




3057 


CATATCATTAA 


28,00 


1 60 


Hs 119206 


insulin-like orowth factor bindino nrotpin 
7 


30 


3058 


CTCGGAGGCCT 


4,00 


0,52 


Hs.279623 


selenoprotein X 




3059 


GTAGACTTGTC 


4,00 


0,52 


Hs.25213 


hypothetical protein 




3060 


TCTGCAAGCAG 


3,00 


0,43 


Hs.1 05598 


ESTs, Weakly similar to neural variant 
mena++ protei 


35 


3061 


ACCCCCCCGCC 


22,00 


1,36 


Hs.277167 


EST 




3062 


TGCAGTGACTG 


4,00 


0,52 


Hs.79691 


LIM domain protein 




3063 


TGGCTCCTCCC 


4,00 


0,52 


Hs.76506 


lymphocyte cytosolic protein 1 (L-plastin) 




3064 


CACTGTGTTGA 


4,00 


0 52 


Hs.42362 


hypothetical protein FLJ 10330 


40 


3065 


TATTTCACCGT 


6,00 


0,65 


Hs.1 38860 


Rho GTPase activating protein 1 




3066 


TCCAGGAAACT 


6,00 


0,65 


Hs 11590 

1 I W • I 1 w w \J 


cathensin F 

vull lw|J^ll 1 1 




3067 


CTGGGGGGAAG 


2,00 


0 32 

w , w*. 


Hs.77864 


KIAA0638 protein 




3068 


GCI I I I GGAGG 


2,00 


0,32 


Hs.35096 


KIAA1 538 protein 


45 


3069 


TGCCTTAAACA 


2,00 


0,32 


Hs. 151518 


TAR (HIV) RNA-binding protein 1 




3070 


AACATAGGAAA 


2,00 


0.32 


Hs.1 19663 


CD59 antigen p 18-20 (antigen identified 
by monoclona 




3071 


TAAGAGTGCTG 


2,00 


0,32 


HS. 117582 


CGI-43 protein 


50 


3072 


GCTGTAGACAA 


2,00 


0,32 


Hs.10362 


ESTs 




3073 


GCGAAACCCTA 


3,00 


0,43 


Hs.270249 


ESTs 




3074 


GCTCAGATCGG 


3,00 


0 43 


Hs 158286 

i i w • i w w*m w w 


KIAA0446 aene Droduct 

1 \l# V » W F » W gWI IV WWWW% 




3075 


TGGCCTCTCTG 


4 00 


0,51 


Hs 75437 

i • w • l w~v( 


neroxisomal lona-chain acvi-coA thio- 
esterase ; putat 


55 


3076 


TTCTTGAACAA 


11,00 


0,90 


Hs.76228 


amplified in osteosarcoma 




3077 


GTGGCACACGC 


33,00 


1,67 


Hs.1 92023 


eukaryotic translation initiation factor 3, 
subunit 


60 


3078 


TGTGGCCTCCT 


10.00 


0,85 


Hs.5258 


chromosome 11 open reading frame2 




3079 


GTTGTGATGTT 


5,00 


0,58 


Hs.1 29953 


Ewing sarcoma breakpoint region 1 
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3080 


GTAGCAGGTGC 


6,00 


0.64 


Hs.8728 


hypothetical protein DKF2p434G171 




3081 


ACATCCCAGAA 


6,00 


0.64 


Hs. 17377 


coronin, actin-binding protein, 1C 


5 


3082 


1AAI I I IGGAA 


6,00 


0,64 


Hs.1 17582 


CGI-43 protein 


3083 


GAAAI I I I IGA 


1.00 


0.16 


Hs.98069 


Sec23-interacting protein p125 




3084 


I l (J I I IGAAIA 


1,00 


0,16 


Hs.979 


pyruvate dehydrogenase (lipoamide) 
beta 


11) 


3085 


ACACTAAAATG 


1,00 


0,16 


Hs.91640 


nuclear factor of kappa light polypeptide 
gene enhan 




3086 


CAACCCAGATT 


1,00 


0,16 


Hs.9096 


hypothetical protein FLJ20473 




3087 


TCTTTCGTCTG 


1,00 


0,16 


Hs.87138 


ESTs 




3088 


ACTATCTCTAG 


1,00 


0,16 


Hs.86347 


hypothetical protein 


15 


3089 


TTTGCTTGCAA 


1,00 


0,16 


Hs. 83938 


ESTs, Moderately similar to MASP-2 
[H. sapiens] 




3090 


I I I IGIACGCA 


1,00 


0,16 


Hs.82116 


myeloid differentiation primary response 
gene (88) 


20 


3091 


AAGGAGATTAT 


1.00 


0,16 


Hs.79402 


polymerase (RNA) II (DNA directed) 
polypeptide C (33 




3092 


AGGCTATTGGA 


1.00 


0,16 


Hs.76507 


LPS-induced TNF-aloha factor 


25 


3093 


CATAAATATGC 


1.00 


0,16 


Hs.75598 


heterogeneous nuclear ribonucleoprotein 
A2/B1 




3094 


TTTATAACTAT 


1,00 


0.16 


Hs.75066 


translin 




3095 


GAAAATAAACT 


1.00 


0,16 


Hs.71252 


Homo sapiens mRNA; cDNA 
DKFZp761C169 (from clone DKF 


M) 


3096 


TAAGGCTTAAC 


1.00 


0,16 


Hs.69423 


kailikrein 10 




3097 


TGGTTAGATAA 


1.00 


0,16 


Hs.6179 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 17 (72k 


35 


3098 


CAGGCTGCTGG 


1.00 


0,16 


Hs.60440 


ESTs, Weakly similar to serin protease 
with IGF-bind 




3099 


GCCTGGAGTTG 


1,00 


0.16 


Hs.57877 


ESTs 




3100 


ACCCACTTTCT 


1.00 


0,16 


Hs.5716 


KIAA0310 gene product 




3101 


ACGATGGCCGA 


1,00 


0,16 


Hs.5210 


alia maturation factor aamma 


40 


3102 


TAAATTGGATA 


1,00 


0,16 


Hs.5151 


RAN binding protein 7 




3103 


AACTGTATACA 


1.00 


0.16 


Hs.502 


ATP-binding cassette, sub-family 6 
(MDR/TAP), member 


45 


3104 


GATTCTGAGTT 


1,00 


0,16 


Hs.47679 


Homo sapiens mRNA; cONA 
DKFZp564M12 (from clone DKF 




3105 


TTGAGTGCAGT 


1,00 


0,16 


Hs.44754 


ESTs 




3106 


AGTTGCAGATA 


1,00 


0.16 


Hs.30258 


ESTs 


50 


3107 


GCGCACCGCTG 


1,00 


0.16 


Hs.29385 


AFG3 (ATPase family gene 3, yeast)-like 
2 




3108 


GCTTCACACCA 


1.00 


0,16 


Hs.284932 


Homo sapiens clone 24650 ubiquitin 
hydrolase mRNA, p 




3109 


GTGGGCCAGGA 


1,00 


0,16 


Hs. 284380 


gamma-glutamyltransferase 1 


55 


3110 


CCAGAAAAGAG 


1.00 


0,16 


Hs.279914 


zinc finger protein 232 




3111 


CCCAACTAATT 


1.00 


0.16 


Hs.279893 


hypothetical protein FLJ20342 




3112 


AATCCCCATCC 


1.00 


0,16 


Hs. 262292 


ESTs 




3113 


GTGCTCATTCT 


1,00 


0.16 


Hs.25945 


ESTs 


ft) 


3114 


CTCTGCTGTCT 


1,00 


0.16 


Hs.257135 


EST 




3115 


TCTAAATAAAA 


1,00 


0.16 


Hs. 238814 


EST 




3116 


ACCAACTAGAA 


1,00 


0.16 


Hs.23853 


ESTs 
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3117 


GGAGGTTGAGG 


1,00 


0,16 


Hs.228827 


EST 


3118 


GAGAAGAAATG 


1,00 


0,16 


Hs.211773 


checkpoint suppressor 1 


3119 


CCTACTAAATG 


1,00 


0,16 


Hs.21016 


coagulation factor C (Limulus polyphe- 
mus) homology ( 


3120 


AGCTACCACGC 


1.00 


0,16 


Hs. 193965 


ESTs 


3121 


CTAAATCACTG 


1,00 


0,16 


Hs.19180 


Homo sapiens mRNA; cDNA 
DKFZp564E122 (from clone DKF 




TGGAAGGTAAT 


1,00 


0,16 


Hs. 18724 


Homo sapiens mRNA; cDNA 
DKFZp564F093 (from clone DKF 


3123 


ATTGCTAAAAA 


1,00 


0,16 


Hs. 182470 


PTD010 protein 


3124 


GCCAAGGGGTT 


1,00 


0,16 


Hs.1 80832 


arginyl-tRNA synthetase 


3125 


I 1 1 1 1 IAAAAA 


1,00 


0,16 


Hs. 177559 


interferon gamma receptor 2 (interferon 
gamma transd 


3126 


GAGAGATGACG 


1.00 


0,16 


Hs. 17240 


ESTs 


3127 


AATAAGCCAAT 


1.00 


0,16 


Hs. 169963 


butyrophilin, subfamily 2, member A1 


3128 


CTGTGCTCTAC 


1.00 


0,16 


Hs. 169501 


ESTs 


3129 


GCTGCCAGCAC 


1.00 


0,16 


Hs.1578 


baculoviral IAP repeat-containing 5 
(survivin) 


3130 


CCAACAGTCTT 


1,00 


0,16 


HS. 154429 


KIAA0693 protein 


3131 


CCTCCTCTGCT 


1.00 


0,16 


Hs. 153503 


ESTs 




TGAAACCCTGT 


1,00 


0,16 


Hs.1 42067 


ESTs 


3133 


AATTGAATAAT 


1,00 


0,16 


Hs. 13241 5 


prefoldin 2 


3134 


AGAAAATGTGA 


1,00 


0,16 


Hs.1 27842 


CGI-142 


0\ 00 


www Iwlvi vin 


1,00 


0 16 


Hs.126783 


ESTs 


0 I OO 


f^ATTPTGACT 


1,00 


0,16 


Hs.12150 


retinal short-chain dehydro- 
genase/reductase retSDR2 


31 37 


TTCTAAGTGTG 


1.00 


0,16 


Hs.1 19488 


cystein-rich hydrophobic domain 2 


3138 


GCATTGT II 1 A 


1.00 


0,16 


Hs.1 18722 


fucosyltransferase 8 (alpha (1,6) fucosyl- 
transferase 


3139 


GAGAAGACTGT 


1,00 


0,16 


Hs.1 18281 


zinc finger protein 266 


3140 


TTACAACAGCA 


1,00 


0,16 


Hs.1 18174 


tetratricopeptide repeat domain 3 


3141 


GTAGAGTAGGA 


1 00 


0,16 


Hs.1 06826 


hypothetical protein 


3142 


CTAATTTTACA 


1,00 


0,16 


Hs.1 0283 


ESTs 


3143 


CTGAGGGTGGT 


4 00 


0,50 


Hs.279761 


HSPC 134 protein 


3144 


CCACTCTGGCT 


3,00 


0,42 


Hs.83919 


glucosidase I 


314^ 


f5T(5AGCAAGAC 


3,00 


0.42 


Hs. 78040 


KDEL (Lys-Asp-Glu-Leu) endoplasmic 
reticulum protein 


314fi 


P AflTGTGTGTA 


3,00 


0,42 


Hs.1 64207 


ESTs 


^147 


TAGCAATCAGA 


2,00 


0,32 


Hs. 83795 


interferon regulatory factor 2 




GATGGAATGTT 


2,00 


0,32 


Hs. 76550 


Homo sapiens mRNA; cDNA 
DKFZp564B1264 (from clone DK 


314Q 


ACTGGGTGGAA 


2,00 


0,32 


Hs. 59622 


ESTs, Weakly similar to unknown 
[H.sapiens] 


3150 


CACCTAATTGA 


2,00 


0,32 


Hs.282283 


baculoviral IAP repeat-containing 2 


3151 


TTCACAGTGCA 


2.00 


0,32 


Hs.25129 


hypothetical protein FLJ 10420 


3152 


GTGGACTTTTG 


2.00 


0,32 


Hs.226372 


DKFZP434J1 54 protein 


3153 


CCTTACCTACA 


2,00 


0,32 


Hs.184542 


CGI-127 protein 


3154 


CATAACCTTCC 


2,00 


0,32 


Hs.1 67460 


splicing factor, arginine/serine-rich 3 


3155 


GCTAGGTATTT 


2,00 


0.32 


Hs.1 65986 


testin 


3156 


TTGTAAAGTAA 


2,00 


0,32 


Hs.1 58688 


translation initiation factor IF2 
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3157 


CCCTTGACCCT 


2,00 


0,32 


Hs. 124009 


Human DNA seauenep from Hnnp RP^- 

* w i » i v/^ ijw^uci iwc ii will UlUI IC r\r sj 

860F19 on chromoso 


> 


3158 


CCACTAATGGA 


4,00 


0.50 


Hs.1 80139 


SMT3 (suDDressor of mif two ^ vpa^n 
homolog 2 




3159 


AGCTCTGCTGC 


4,00 


0,50 


Hs. 102402 


Mad4 homolog 

a 




3160 


1 1 1 GCACC 1 1 1 


21,00 


1,22 


Hs.75511 


connective tissue growth factor 


10 


3161 


GCTTTGATGAT 


9.00 


0,78 


Hs. 89649 


eDOxide hydrolase 1 microsomal /venn- 
biotic) 




3162 


TGTGGCCTGCA 


3.00 


0,42 


Hs.76480 


ubiquitin-like 4 




3163 


CGGAACACCGT 


3.00 


0,42 


Hs.155191 


villin 2 (ezrin) 


15 


3164 


CTAACCAGACA 


10.00 


0.82 


Hs.76368 


capDina protein (actin filaments muscle 
Z-line, beta 




3165 


CTTAATCCTGA 


22,00 


1,23 


Hs.234433 


amino acid transDorter 1 


20 


3166 


GTCACTGCCTC 


5 00 


0,56 


Hs 105584 


ribosomal orotein S6 kinase QflkH 
DOlvDeDtide 4 


3167 


AGAG GGTGGGA 


2,00 


0,31 


Hs.82646 


heat shock 40kD protein 1 




3168 


TTGTTTAATTT 


2,00 


0.31 


Hs.75546 


caDDino protein (actin filament) muscle 
Z-line, alph 




3169 


CTTGTAAACTG 


2,00 


0,31 


Hs.57209 


ESTs 


25 


3170 


GTCAAAAAAAA 


2,00 


0,31 


Hs.271699 


polymerase (DNA directed) iota 




3171 


GGGGTACCCCT 


2,00 


0,31 


Hs. 187520 


ESTs, Weakly similar to dJ353E16.2 
[H. sapiens] 




3172 


GTGGCATTTGC 


2,00 


0,31 


Hs.1244 


CD9 antigen (p24) 


30 


3173 


ATTGATCAATA 


2,00 


0,31 


Hs 122489 


ESTs Weaklv similar to ALUO HI IMAM 
1 ■ 1 # ALU CLASS C 




3174 


TGGCTAAAAAA 


11,00 


0,85 


Hs 110048 


ESTs 




3175 


TGCCAGAAATG 


3,00 


0 41 


Hs 63510 


KIAA0141 aene oroduct 


35 


3176 


GCTCTGGTTCT 


3,00 


0,41 


Hs.6127 


ESTs Weaklv similar to A46010 X-linked 
retinopathy 




3177 


GCTCCTTTCAC 


3 00 


0,41 


Hs. 13233 


ESTs 




3178 


CTCTGGGATAG 


4,00 


0,49 


Hs.285254 


ESTs 


40 


3179 


AAGAAAGGAGT 


5,00 


0,56 


Hs.202097 


procollagen C-endopeptidase enhancer 




3180 


ATGAACCGCAG 


7,00 


0,66 


Hs 252259 


ribosomal orotein 




3181 


GTTCACATTAG 


62,00 


2 18 


Hs 84298 


CD74 antinpn finv/arianf noli/npntiHp nf 

major histoco 


45 


3182 


GATGCTTTCTC 


2,00 


0.31 


Hs.75852 


casein kinase 1 , delta 




3183 


ATGACCTGAAG 


2,00 


0,31 


Hs 74050 


follicular Ivmnhoma variant tranclnratirtn 

1 




3184 


GGAACCAGGTC 


2,00 


0,31 


Hs.7404 


ESTs 


50 


3185 


TCCTCTACCTG 


2,00 


0,31 


Hs.32018 


SNARE associated protein snapin 




3186 


TGAAGAGACTT 


2,00 


0.31 


Hs.240757 


Human DNA sequence from clone RP1- 
12G14 on chromosom 




3187 


GCACCAAAAAA 


2,00 


0.31 


Hs.23585 


KIAA1078 protein 


55 


3188 


TAACCAAATAC 


2,00 


0 31 


Hs 201623 

1 IWifcW IWfcW 


ESTs 




3189 


TATTCCCCACC 


2,00 


0.31 


Hs. 199316 


ESTs 




3190 


TTCCAGCTGCT 


2.00 


0.31 


Hs.19121 


adaptor-related protein complex 2, alpha 
2 subunit 


60 


3191 


GTAGACTCTTT 


2,00 


0.31 


Hs. 181 300 


sel-1 (suppressor of lin-12, C.elegans)- 
like 




3192 


CTTCAATTCTG 


2,00 


0.31 


Hs. 167700 


Homo sapiens cDNA FLJ10174 fis, clone 
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HEMBA 1003959 




3193 


ACAGCTAACAG 


2,00 


0,31 


Hs.12183 


KIAA0935 protein 




3194 


CTCGCTTCTCC 


2.00 


0,31 


Hs.1 10953 


Homo sapiens mRNA; cDNA 
DKFZp434A139 (from clone DKF 


5 


3195 


TCATTCCACTG 


1,00 


0.16 


Hs. 99804 


ESTs. Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 




3196 


TACTGATTACT 


1,00 


0,16 


Hs.9599 


solute carrier family 25, member 13 
(citrin) 


IU 


3197 


TCAGGTACTGA 


1,00 


0,16 


Hs.83951 


Hermansky-Pudlak syndrome 




3198 


AAACTGTGAAT 


1,00 


0,16 


Hs.83623 


nuclear receptor subfamily 1, group I, 
member 3 




3199 


ACTGACTGACT 


1,00 


0,16 


Hs.83050 


phosphoinositide-3-kinase, regulatory 
subunit 4, p15 


15 


3200 


TACTTGAAGGA 


1,00 


0,16 


Hs.79067 


MAD (mothers against decapentaplegic, 
Drosophila) ho 




3201 


TTTAACAGAAA 


1,00 


0,16 


Hs.77617 


nuclear antigen Sp100 


20 


3202 


TATCAAAACAC 


1,00 


0,16 


Hs.74420 


origin recognition complex, subunit 3 
(yeast homolog 




3203 


GTTATATCCAA 


1,00 


0,16 


Hs.71475 . 


hypothetical protein 




3204 


ATGAACTGATT 


1,00 


0,16 


Hs.6630 


ESTs 


25 


3205 


CTGACGGGTAT 


1.00 


0,16 


Hs.63795 


Homo sapiens mRNA; cDNA 
DKFZD434P232 (from clone DKF 




3206 


GAATATGGCTA 


1,00 


0,16 


Hs.59594 


ESTs. Weakly similar to F33G12.3 gene 
product [C.ele 


30 


3207 


CTTGGGTCCTA 


1.00 


0,16 


Hs.5288 


Homo sapiens mRNA; cDNA 
DKFZp434M245 (from clone DKF 




3208 


GGTGGGAACTC 


1,00 


0,16 


Hs.40834 


transitional epithelia response protein 




3209 


GAATGGGCTGG 


1,00 


0,16 


Hs.32988 


ESTs, Weakly similar to KIAA0412 
[H. sapiens] 


35 


3210 


CAGTTTGCATC 


1,00 


0,16 


Hs.31547 


NADH dehydrogenase (ubiquinone) 1 
alpha subcomplex, 




3211 


TAGTCATTGAG 


1,00 


0,16 


Hs.28020 


KIAA0766 gene product 


40 


3212 


ACAATAATAGA 


1,00 


0,16 


Hs.27258 


calcyclin binding protein 




3213 


CCTTTCCTACC 


1,00 


0,16 


Hs.26731 


ESTs 




3214 


TTGAGCTTATG 


1,00 


0.16 


Hs.26129 


ESTs 




3215 


AGCCACTGCAT 


1,00 


0,16 


Hs.258916 


ESTs 


45 


3216 


GAGCAAATGTT 


1,00 


0,16 


Hs.24724 


MFH-amplified sequences with leu cine- 
rich tandem rep 




3217 


TTGGTATGAAG 


1,00 


0,16 


Hs.2471 


KIAA0020 gene product 




3218 


TGTAAAATGGG 


1,00 


0,16 


Hs.247099 


hypothetical protein from EUROIMAGE 
2260343 


50 


3219 


ATTAATAAAAA 


1,00 


0,16 


Hs.24594 


ubiquitination factor E4B (homologous to 
yeast UFD2) 




3220 


AGAATCATTTG 


1,00 


0,16 


Hs.236651 


EST, Moderately similar to 
ALU7 HUMAN ALU SUBFAMILY 


55 


3221 


GAATTCCAGTT 


1,00 


0,16 


Hs.235709 


ESTs 




3222 


TCTCCATCACT 


1,00 


0,16 


Hs.226770 


DKFZP566C0424 protein 




3223 


AGTATGAGGAA 


1,00 


0.16 


Hs.211600 


tumor necrosis factor, alpha-induced 
protein 3 


fii) 


3224 


GTAAGTGCCCA 


1,00 


0,16 


Hs. 198491 


ESTs 




3225 


TGGGAAACAAG 


1,00 


0,16 


Hs. 184668 


SBBI31 protein 
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3226 


AAAACTGCCTG 


1.0C 


) o.ie 


i Hs. 180336 


tumor necrosis factor receptor super- 
idmiiy, rnernDCr 1 


s 


3227 


CTAAATAAAGT 


1,0C 




\ H<5 172fi4Q 


c.o i o 




3228 


GCCATACAGCC 


1,0C 


0,16 


» Hs.17110 


Homo sapiens mRNA; cDNA 
uiNr^p^w^u^uio (trom clone DK 




3229 


GTCTGATATCT 


1 oc 


n ig 

w, IC 


> Ue 14Q2n 

► no. l**57ZU 


nomo sapiens mKNA; CDNA 
ur\r^poo*niyio (irom clone DK 


10 


3230 


GGCAACAAAGC 


1,00 


0,16 


Hs. 14434 


ESTs 




3231 

WfcW 1 


AATGGGAGTTT 




n ir 


u c 10A^CC 


to i s, Moaerateiy similar to 

Al I J7 HI IMAM Al 1 1 CI IDCTARflU V 




3232 


GAAACCCAAAA 


1,00 


0,16 


Hs 125522 

1 IW. 1 bWWb& 


ESTs 


15 


3233 


GAAAAACCCTG 


1,00 


0,16 


Hs.124946 


ESTs 




3234 


AGGCCCCTTAT 


1,00 


0 16 


He 124740 

1 1 w • 1 ^ » I tU 


PfiTe R^nrlora^oK/ cirrtilor 4a 

co 1 9, iviuuci aiciy cimiidr 10 
ALU4_HUMAN ALU SUBFAMILY 


20 


3235 


AATAAATTTGC 


1 00 


n ir 

w, IU 


no. Ml/ 


inpepiiayi pepuaase 11 


3236 

Wfc w*W 


TCATACHATTG 

I w/» 1 w*w»\ 1 1 w 




n ifi 

w, ID 


Uc 1111 
no. I I I I OO 


rK\rs/vjf \<c gene proa u ci 






PPAAfSftATTf^ 


r nn 


n 


ns.yuUw 


nomo sapiens cDNA FLJ20672 fis, clone 
KAIA4492. high 


25 




AAAAfSATAPTA 


a nn 


n 


Q0n71 


uop/pwOO-interacting transactivator, with 
oiu/Asp-n 






www wwV^r^VJVJ VJ w 


<d nn 






rfl^l/^l Jam O 

reiicuion ^ 




3240 


GGCAAGCCCCA 


110 on 


J, I 1 ' 


He. 2Wn74 


riwusornai proiein Liua 


30 


3241 


GAGCCTGGATA 


3 00 


0 41 


Me QQ04 


wiiunuiuiiin sunoie proteoglycan 4 (meia- 
noma-associa 




3242 


GAGGGTTCCAG 


3 00 

W 1 WW 


0 41 


l I3< lv( www 


auyrwoeniyme m oxiaase \ , paimitoyi 




3243 


TAGACCAGATA 


3 00 

W |WV 


0 41 


1 Id. 1 WWW*TW 


KIAAn^l^ nrnfAin 




3244 


CTGCCAAGTTG 


27,00 


1,31 


Hs.75873 


zyxin 


35 


0£*»w 








J. ylftrtQ 

iS.4wi)9 


dickkopf (Xenopus laevis) homolog 3 




3246 


AACACATCAGC 


3,00 


0,40 


Hs.76253 


spinocerebellar ataxia 2 (olivopontocere- 
bellar ataxi 




3247 


AGCTATTCCTC 


3,00 


0,40 


Hs.75334 


exostoses (multiple) 2 


40 


3248 


ACCAGCTCCCC 


3,00 


0,40 


Hs.22546 


ESTs, Weakly similar to C561_HUMAN 
CYTOCHROME B561 [ 








O.UU 


f\ A A 

0,40 


HS. 115754 


ESTs t Highly similar to MPP8 HUMAN 
M-PHASE PHOSPHOPR 


45 




TGTTTGTGTGT 

1 W 1 1 1 W 1 W 1 W 1 


s nn 


u, w*t 


Me Rc.mc. 


to i s, weaKiy similar to A4P_HUMAN 

NTPSTIfSlAi MFMRRAW ~ 




3251 


GGGGCTTCCAG 


2,00 


0,30 


Hs.9729 


<IAA0239 nrotpin 




3252 


ATGATCTGCCT 


2,00 


0 30 

V , WW 


Hs 9460 

19. w » w w 




50 


3253 


TTGAATTTGTT 
i i \jf\f \ iii i i 


2 00 


n ~n 




?kl A.hinninn nr/\(oin mama > a mi iUImIa 

r\i>i/voinaing protein gene wnn multiple 

wfJiiwii ly 




3254 


1 * \ I 1 ■ 1 1 W 1 *V^J 


2 00 

&,vw 


n ^n 


Ue 7R7Q 


nypuii iciicdi proiein rLJiu**Udt 






TTATATTGCCA 


2 nn 


n ?n 


Me 7-d^fiO 
no. f **QOo 


r^\f\f\\jWi£ proiein 


cc 

jj 


3256 


TAGCTGTCTTT 

nvw 1 w 1 w 1 1 1 


2 nn 


n ?n 


Me 

no.*?0 I*? 1 


L/f\r£r'/<£f ouyi proiein 




3257 


TGGCTTCCCCA 


2,00 


0,30 


Hs.279851 


iVDOthetical Drotein FLJin!?41 

• Jl^wn ivliwai Wl wl^wll 1 1 ww lw£™ f 




3258 


GTTCCAACAAA 


2,00 


0,30 


Hs.15430 


heuroblastoma-amplified protein 




3259 


CGAATGTCCTT 


2,00 


0,30 


Hs.111758 


keratin 6B 




3260" 


TGTAGCTGCAA 


2,00 


0,30 


Hs. 107882 


hypothetical protein FLJ 10659 




3261 


GAGCAGGAGCC 


4,00 


0,48 


Hs.9028 


histone deacetylase 5 




3262/ 


<\AACCAAAAAA 


4,00 


0,48 


Hs.76753 ( 


endoglin (Osler-Rendu-Weber syndrome 
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D 


3263 


GCI I I IAI ICA 


4,00 


0,48 


Hs.31819 


HT014 


3264 


AGGAACACAAA 


4,00 


0,48 


Hs.211539 


eukaryotic translation initiation factor 2, 
subunit 


3265 


IGIUI I 1 II (J i 


7,00 


0,64 


Hs. 119529 


epididymal secretory protein (19.5kD) 


3266 


CCCCAGCCAGT 


75,00 


2,20 


Hs.252259 


ribosomal protein S3 


3267 


AGTCGCCTTCA 


3,00 


0,40 


Hs.7811 


eukaryotic translation initiation factor 3, 
subunit 


3268 


GAGGGTCTTGT 


3,00 


0,40 


Hs.256310 


SH3 domain-containing protein 651 1 


3269 


GCGGCTGACAG 


3,00 


0,40 


Hs.236511 


ESTs, Moderately similar to RNA splic- 
ing-related pro 


3270 


ATGTGTAACGA 


10.00 


0,76 


Hs.81256 


S100 calcium-binding protein A4 (cal- 
cium protein, ca 


3271 


GGGTTTGTTTC 


5.00 


0,53 


Hs.75969 


proline-rich protein with nuclear targeting 
signal 


3272 


GCAACTTGGAG 


5.00 


0,53 


Hs.33787 


vinexin beta (SH3-containing adaptor 
molecule-1) 


3273 


TTGCCAACACC 


2.00 


0,30 


Hs.80919 


synaptophysin-like protein 


3274 


AATGTGAAATG 


2.00 


0.30 


Hs.61164 


ESTs, Weakly similar to unknown 
[D.melanogaster] 


3275 


GGAATGCCTCT 


2.00 


0.30 


Hs.43125 


ESTs 


3276 


TTCTAGTCTGC 


2,00 


0,30 


Hs.282283 


baculoviral IAP repeat-containing 2 


3277 


GTTATAATACG 


2,00 


0,30 


Hs. 159640 


serum/glucocorticoid regulated kinase 


3278 


CCAAGGGTCCA 


2,00 


0,30 


Hs. 13494 


ESTs 


3279 


GGAGTCCTAGC 


2,00 


0,30 


Hs. 108894 


hypothetical protein FLJ2041 1 


3280 


GAACTGAAAAA 


1,00 


0,15 


Hs.92381 


nudix (nucleoside diphosphate linked 
moiety X)-type 


3281 


CTTCAAGAGTT 


1.00 


0,15 


Hs.90093 


heat shock 70kD protein 4 


3282 


TTCTGTCCCTT 


1.00 


0,15 


Hs.89781 


upstream binding transcription factor, 
RNA polymeras 


3283 


CCTACAGACAC 


1,00 


0,15 


Hs.8904 


Ig superfamily protein 


3284 


CTTACAI 1 1 IA 


1.00 


0,15 


Hs.82128 


5T4 oncofetal trophoblast glycoprotein 


3285 


TTCTGAAGACA 


1.00 


0,15 


Hs.76901 


for protein disulfide isomerase-related 


3286 


ATTCTTAAACA 


1,00 


0,15 


Hs.75544 


tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase 


3287 


TCCTGAATGAA 


1,00 


0,15 


Hs.72085 


hypothetical protein FLJ 10853 


3288 


TGTGTTTATTG 


1,00 


0,15 


Hs.6809 


RAP2A, member of RAS oncogene 
family 


3289 


GCAACGTAATA 


1,00 


0,15 


Hs.65329 


kraken-like 


3290 


CAGTAAAGGTT 


1,00 


0.15 


Hs.6163 


ESTs, Weakly similar to myotonic dys- 
trophy kinase [H 


3291 


AAATCCTCAAA 


1,00 


0,15 


Hs.55024 


hypothetical protein FLJ10307 


3292 


GAGCCTCACAC 


1,00 


0,15 


Hs.51039 


KIAA0076 gene product 


3293 


CCTTTCTTTAT 


1,00 


0,15 


Hs.50535 


ESTs 


3294 


GAAGTTCTCTG 


1,00 


0.15 


Hs.47438 


SH3 domain binding glutamic acid-rich 
protein 


3295 


AGGGCACAGGG 


1,00 


0.15 


Hs.32112 


ESTs 


3296 


TCAATATCACT 


1,00 


0.15 


Hs.29276 


hypothetical protein FLJ20457 


3297 


1 1 1 1 IAI 1 1 AG 


1,00 


0.15 


Hs.284169 


Homo sapiens mRNA full length insert 
cDNA clone EURO 
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3296 


ICACAGIAI I IG 


1.0C 


> O.lf 


i HS.27900S 


) seven in absentia (Drosophila) homolog 




329S 


1 1 CiAGAG 1 A 1 1 1 


1.0C 


1 0,15 


> Hs.273391 


Homo saDiens mRNA- rHNA 
DKFZp761N05121 (from clone D 




330C 


CAATAAAACTG 


1.0C 


I 0.1S 


> Hs.267905 


» hypothetical protein FLJ10422 




3301 


GTGGCCGGCAC 


1.0C 


I 0,15 


• HS.25851S 


I ESTs, Weaklv similar to ALUS Hi imam 
ALU SUBFAMILY SC 


10 


3302 


AGGATCGCTTG 


1.0C 


0,15 


> Hs. 255687 


ESTs 




3303 


TTCCAGTAAAC 


1,00 


I 0,1£ 


Hs.241543 


DKFZP586F1524 protein 




3304 


1 1 1 ICCACATC 


1.00 


0,15 


Hs.21291 


ESTs 




3305 


GTGACAGAGTG 


1.00 


0,15 


Hs.210496 


hypothetical protein PR02738 


15 


3306 


TCACACTGGCT 


1,00 


0.15 


Hs.1975 


TAL1 (SCL) interrupting locus 




3307 


GGACTGGGTCG 


1,00 


0,15 


Hs.194714 


synaptosomal-associated protein, 29kD 




3308 


GTGAACCCCAT 


1,00 


0,15 


Hs. 185973 


membrane fattv acid flinirJ) rlpcAfi iracp 


20 


3309 


TGGCTGCATAG 


1.00 


0,15 


Hs.164478 


ESTs, Weakly similar to AF 16 1483 1 
HSPC134 fH saDien 




3310 


AACTCAGCTCC 


1,00 


0,15 


Hs. 156044 


ESTs 




3311 


GAATAAACCAT 


1,00 


0,15 


Hs. 155894 


D rote in tyrosine Dho^nhatacp nnn. 

r ,wlv "' iyi w*ii luopi idicioc, lion* 

receptor type 1 


25 


3312 


CCTGCCGCCTA 


1,00 


0.15 


Hs.147176 


epidermal growth factor receptor sub- 
strate EPS15R 




3313 


CACACCATTGT 


1,00 


0,15 


Hs. 136644 


CS box-containina WD Drotein 




3314 


GTTCTGTTAAA 


1,00 


0,15 


Hs.13525 


hypothetical protein 


.«) 


3315 


TTGACAAATTG 


1.00 


0.15 


Hs. 130824 


ESTs 




3316 


ATATACTGTAC 


1,00 


0.15 


Hs.126857 


ESTs 




3317 


CGCCGAGCACG 


1,00 


0.15 


Hs. 123426 


ESTs Wftaklv similar tn niitativ/A cor 

ine/threonine pr 


:is 


3318 


ACAI 1 1 1 IAAG 


1.00 


0,15 


Hs 117582 

1 IW* III 


CGU43 nrntpm 




3319 


GACGGTATCAC 


1.00 


0,15 


Hs.112110 


PTD007 protein 




3320 


GAAATATTGCT 


1 00 


0 15 


^^ 1 n?^ 

rio. i i i 


co i s, tfveatuy similar io Dooyi y nypo- 
thetical protein 


40 


3321 


AAACTACCCTT 


1 00 




no. i w i £,o& 


nomo sapiens mKiNA, CUNA 
3KFZd434B105 ffrom rlnno HKP 

urxiL^t^tD 1 v& \ 1 1 U 1 1 1 LIOU6 Ur\r 




3322 


CAGCAGTAGCG 


5,00 


0 53 


Hs. 74441 


chromoricmAin hpliracc* nMA Kinriinn 
ii ui i luuvi i ion i itdivaoc wiva uinQiny 

Drotein 4 


A> 


3323 


GTGGAATAAAG 


3,00 


0,40 


Hs.83337 


atent transform ina arowth factor hpta 
binding prote 




3324 


AAGGTGGAGGA 


148,00 


3,27 


Hs.163593 


ribosomal protein L18a 




3325 


GGTGGCACTCA 


25,00 


1,14 


Hs.77273 


ras homolog gene family, member A 


50 


3326 


AATCTTGCAAA 


5,00 


0,53 


Hs. 109201 


CGI-86 protein 




3327 


TCAACTGAAGT 


4,00 


0,47 


Hs.74170 


metallothionein 1E (functional^ 

• * ■ • • w % i iivi iwii i • yi ui Ivllvl lOI J 




3328 


GTGGCGCGCAC 


4,00 


0.47 


Hs.261403 


■STs Weaklv similar to At t ift HI imam 
ALU SUBFAMILY SX 


55 


3329 


CTCACCGCCCT 


4,00 


0 47 


Hs. 183650 


cellular rptinnir ariH-HinHinn nmtcm o 




3330 


AGATAACACAG 


3,00 


0,39 


Hs. 194369 


arginine-glutamic acid dipeptide (RE) 
repeats 




3331 


UCI IGICI 1 1 1 


3,00 


0,39 


Hs. 183438 


DKF2P566J153 protein 


ft) 


3332 < 


GAGTAAAAAAA 


3,00 


0,39 


Hs. 17752 


phosphatidylserine-specific phospholi- 
pase A1 alpha 




3333 < 


JCGGCI 1 ICCG 


6,00 


0,58 


Hs.278431 


SCO (cytochrome oxidase deficient, 



6i 
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yeast) homolog 2 


3334 


GTGGTGCGCAC 


6,00 


0.58 

W (WW 


Hs.11090 


hiah affinitv immunoalobulin eo^ilon 
receptor beta s 


3335 


AAATAAAAGCT 


8,00 


0,66 


Hs.155191 


villin 2 (ezrin) 


3336 


TCACCTTAGGT 


1 1,00 


0 77 


Hs 239625 


intenral nnpmhranp nrotpin 9R 

ti iiw^i gi iiiwii 1 vj\ cii ic yj\ uicu 1 C lj 


ooo / 


PTTCTAGCAAA 


2 00 


0 30 


Hs 9042 


• lWillU da^lCllw 1 II will wlUllw *Tt7 I^T/D, 

full insert 


3338 


GCAAATGCCGT 


2,00 


0,30 


Hs 8551 


PRP4/STK/WD SDlicina factor 


3339 


TGTCCTCCCCA 


2,00 


0,30 


Hs.62119 


Homo sapiens clone 25020 mRNA se- 
quence 


3340 


CCGCTTCTGCT 


2,00 


0,30 


Hs.5245 


hypothetical protein FLJ20643 


3341 


TACCCTGGAAC 


2,00 


0,30 


Hs.283048 


hypothetical protein PRO0128 


3342 


GTCGGACACTG 


2,00 


0,30 


Hs.278559 


talin 


3343 

w w^Tw 


TCCTGTAAAGG 


11,00 


0,76 


Hs.74034 


Homo sapiens clone 24651 mRNA se- 
quence 


3344 


AGGATGACCAG 


4,00 


0,46 


Hs.69554 


hypothetical protein FLJ20552 


3345 


TTGCAACCAAA 


4,00 


0,46 


Hs.10101 


ESTs, Weakly similar to coded for by C. 

e1@o.ans rDMA 






3 00 


0 39 

V,WW 


Hs 6603 


hvnothpfiral nrotein Fl J909Qfi 


OO^ f 




3 00 

w, WW 


0 39 

w, ww^ 


Hs 238030 

1 Iw.^wUwww 


cApr«trtr\/ f*arripr m^mhrAn^ nrnt^in 0 


JO*tU 


fiTGGGATCATC 


5 00 


0 52 


Hs 12623 


ESTs 


3349 


CCTAAGGCTAA 


5,00 


0,52 


Hs. 108371 


E2F transcription factor 4, p107/p130- 
bindino 


3350 


GATTAAACCAG 


6,00 


0,57 


HS.90375 


hypothetical protein FLJ 10597 


33^1 


GTTGTGGTTAA 


115,00 


2 41 


Hs 75415 


beta-2-microoIobulin 


3352 


GCTGGCAGGCC 


4 00 


0 46 

W ) » V 


Hs 154886 


choline kinase-like 

wllwllllw ixliiyvv 1 1 r> w 


3353 


TAGGAAAGTAA 


3,00 


0,39 


Hs.62192 


coagulation factor III (thromboplastin, 

ticQi IP fartn 
iiowuc iciwiw 






3 no 


0 3Q 


no.D 1 5JO 


nKP7n434ri1717 ^from clonp HK 

L/iNrtptOHw III/ \ H VJI 1 1 wlUIIC LJT\ 






2 no 

«,ww 


0 29 

W|£? 


Hs 78672 

no. / vw r ^ 


Id) III! Illl, QlpJt IO "T 


335R 


G^ACTTCAAAC 


2,00 


0 29 


Hs 66191 

• IW* WW 1 W I 


Homo saoiens clone 24675 mRNA se- 
quence 


3357 


CCTGCCTCGTA 


2,00 


0,29 


Hs.61490 


schwannomin interacting protein 1 


3358 


AGCCAGCCATT 


2 00 


0,29 


Hs 33287 


nuclear factor i/B 


3359 


CTTTATGTGTA 


2,00 


0,29 


Hs.284136 


PRO2047 protein 


JOOU 


PATTAAAftfSf^T 


? no 


0 99 


11 9 . Iwwwww 


HTl 9 npnp 


33fil 




0 00 


0 99 


Hs 102483 


KIAA1002 orotein 


3362 


GAATAACAACC 


1.00 


0.15 


Hs.99603 


ESTs, Moderately similar to 
ALU8 HUMAN ALU SUBFAMILY 


3363 


TTTGTGAATAT 


1.00 


0,15 


Hs.91393 


Homo sapiens clone HQ0189 PRO0189 

mpKjA fomnlpfp rH^ 

1 1 1 1 > 1 wwlllf^lwiw wUw 


33£4 




1 00 

1 ,Ww 


0 15 

w , f w 


Hs 819 


hompo boy 87 

1 Iwl 1 Iw v UwA Uf 




PTTAATGGTGT 


1,00 


0,15 


Hs 8026 


ESTs Moderatelv similar to d53 reau- 

1 w | IV 1 WW wl 61 lw IT wll 1 III W4 1 IW Www 1 W 

lated PA26-T2 nu 


3366 


1 1 IGICAI 1 I 1 


1.00 


0,15 


Hs.7918 


uncharacterized hypothalamus protein 
HSMIMP1 


3367 


AAAGAATATGA 


1,00 


0,15 


Hs.79162 


structure specific recognition protein 1 


3368 


TAATGCTAAAA 


1,00 


0.15 


Hs.78944 


regulator of G-protein signalling 2, 24kD 


3369 


AATTAATTAAA 


1,00 


0.15 


Hs.74050 


follicular lymphoma variant translocation 



99 



10100127A1 I _> 



DE 101 00 127 A 1 













1 


337C 


) AGAAGACTGGT 


1,0( 


) 0.1! 


5 Hs.71523 


ESTs 


OO ( 


M 1 1 UMAUAA 1 f 


1,0( 


) 0,1! 


5 Hs.7120 


cytokine receptor-like molecule 9 




: O ITAAAGTCTG 


1,0( 


3 0,1{ 


5HS.7099 


hypothetical protein FLJ20265 


I'll* 


S obLUO I 1 (jCCT 


1,0( 


) 0.1J 


) Hs.6259 


ESTs _ 


00/4 


1 IGGAGCAAAG 


1,0( 


) 0.1J 


> Hs.55346 


ESTs, Weakly similar to Z141 HUMAN 
ZINC FINGER PROTE 


OO it 


» CAGAAGAGAAG 


1.0C 


) 0.1J 


> Hs.5003 


KIAA0456 protein 


Jo/c 


► <jlAI I 1 Aid 1 


1.0C 


) 0.1! 


> Hs. 34804 


ESTs 


JO / / 


oACTCTGGAAA 


1.0C 


) 0,1£ 


> Hs.2953 


ribosomal protein Sl5a 


3378 


GGGTGGGCAGT 


1,0C 


I 0.15 


> Hs.284226 


» F-box only protein 6 


00/9 


AAATATAATGA 


1.0C 


0.15 


i Hs.279586 


adrenal gland protein AD-004 


JooU 


AAG CAAGTTCC 


1.0C 


0.15 


» Hs.277076 


EST 


oool 


CTCACAAAAAA 


1,00 


l 0,15 


> Hs.27356 


ESTs 


oo 82 


TAT ATA /"■» *T",/~» 

TATATAGGTCC 


1,00 


0.15 


Hs.272814 


Homo sapiens mRNA; cDNA 
DKFZp434E1723 (from clone DK 


oooo 


AAA A A TT AAA 

AAATCAATAAA 


1,00 


0,15 


Hs.270552 


ESTs 


oocK 


1 1 1 1 Al I A 1 M 


1.00 


0.15 


Hs.23703 


ESTs 


3385 


GGCCGTTGACC 


1,00 


0.15 


Hs.22653 


KIAA0844 protein 


3386 


TGTIAATTTAT 


1,00 


0.15 


Hs.216958 


KIAA0194 protein 


3387 


AAGCTGGCCCA 


1.00 


0.15 


Hs.20594 


lypothetical protein FU20203 


3388 


ACAGCTACAGT 


1.00 


0.15 


Hs. 19831 


ESTs 


3389 


GTGATGCACGC 


1.00 


0.15 


Hs. 193396 


ESTs, Weakly similar to alternatively 
spliced produc 


3390 


AAti 1 1 CCUA 1 r 


1.00 


0.15 


Hs. 189886 


ESTs 


3391 


ACCAGAGAGCA 


1.00 


0.15 


Hs. 181 185 


DKFZP564D1 16 protein 


3392 


GAAGATGAAGG 


1.00 


0,15 


Hs. 178452 


catenin (cadherin-associated protein), 
alpha 1 (102k 


3393 


TAAATTCAAGC 


1.00 


0.15 


Hs. 174905 


KIAA0033 protein 


3394 


AAATGTAACAT 


1.00 


0.15 


Hs. 164649 


hypothetical protein DKFZp434H247 


3395 


AAACAGAGCTG 


1.00 


0,15 


Hs. 161 554 


hypothetical protein FLJ20159 


3396 


GGAGCTGTCTG 


1.00 


0,15 


Hs. 15476 


Human DNA sequence from clone RP3- 
329A5 on chromosom 


3397 


ACAAAGTTGTG 


1.00 


0,15 


Hs.154510 


carbonyl reductase 3 


3398 


AGTATGCAGAG 


1.00 


0,15 


Hs. 144407 


hypothetical protein FLJ 10956 


3399 


GATGGATGGAA 


1.00 


0,15 


Hs.137516 


ESTs 


3400 


GtilAl I [<JGG 


1.00 


0,15 


Hs. 133494 


ESTs, Weakly similar to SP49 HUMAN 
SPLICEOSOME ASSOC 


3401 


T A A A A AAA 

TCTAAAAGAAA 


1,00 


0,15 


Hs. 13328 


ESTs 


3402 


GGAGAGGCCCC 


1,00 


0,15 


Hs. 129928 


KIAA0454 protein 


3403 


AAA T A A A A A T 

AAATAAAAGAT 


1.00 


0,15 


Hs. 129778 


gastrointestinal peptide 


3404 * 


A A A A A A A A 

AACTAAAAAAC 


1.00 


0.15 


Hs.11866 I 


hypothetical protein PR01197 


3405 < 


GGTCAAGCCAG 


1,00 


0,15 


Hs. 115222 


ESTs 


3406 ; 


^CTCAGATGCC 


1.00 


0.15 


Hs. 11367 


lypothetical protein RP1-317E23 


3407; 


^AGTTGTGAAG 


1.00 


0,15 


s.104788 


lypothetical protein LOC55565 




^CTC^TA'I 1 II CO 


1 fin 


U,19 


4t CO 1 

US. 1031 58 1 


zSTs 


3409 


:CTTCGAGATC 


52,00 


1,52 


Hs.76194 r 


•ibosomal protein S5 


3410 


rGGTGTTGAGG 1 


47,00 


2,68 


Hs.275865 r 


ibosomal protein S18 


3411 / 


\GAACCTTCCA 


17,00 


0,89 


^.181244 r 
/ 


najor histocompatibility complex, class I, 
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3412 


ACCTGTATCCC 


34,00 


1,21 


Hs. 182241 


interferon induced transmembrane pro- 
tein 3 (1-8U) 




3413 


GGGAGGTAGCA 


3,00 


0,38 


Hs.171825 


basic helix-loop-helix domain containing, 
class B, 2 


5 


3414 


AGCAGATCAGG 


67,00 


1,66 


Hs.1 19301 


S100 calcium-binding protein A10 (an- 
nexin II ligand, 




3415 


AGTCTGATGTT 


14,00 


0,81 


Hs. 173255 


small nuclear ribonucleoprotein polypep- 
tide A 


10 


3416 


GATACACTGGC 


4,00 


0,45 


Hs.25797 


splicing factor 3b, subunit 4, 49kD 




3417 


GGCCCCTCCCT 


4.00 


0.45 


Hs. 107374 


chromobox homolog 6 




3418 


GCCAGGGCCAC 


2,00 


0,29 


Hs.7647 


MYC-associated zinc finger protein 
(purine-binding t 


15 


3419 


GCTTAATGTTT 


2,00 


0,29 


Hs.76359 


catalase 




3420 


ACAGTGTGAGA 


2,00 


0,29 


Hs. 173824 


thymine-DNA glycosylase 




3421 


GG AG AG G AAGT 


2,00 


0,29 


Hs.16313 


ESTs 




3422 


ACAACATAGAA 


2,00 


0,29 


Hs. 12436 


ESTs 


20 


3423 


TTAAAAGTCAC 


2,00 


0,29 


Hs.12210 


Homo sapiens cDNA FLJ1 1 289 fis, clone 
PLACE 1009621 




3424 


GAGTTTGGCCC 


2,00 


0,29 


Hs.102402 


Mad4 homolog 




3425 


CGACGAGGAGG 


12,00 


0,75 


Hs.9999 


epithelial membrane protein 3 


25 


3426 


GCTCACTGCAG 


11,00 


0.72 


Hs.1 28605 


EST 




3427 


ATTCCTGACCC 


3,00 


0,38 


Hs.1 66204 


PHD finger protein 1 




3428 


CCCTGATTTTA 


13,00 


0,77 


Hs.1 83684 


eukaryotic translation initiation factor 4 
gamma, 2 


30 


3429 


CCAGAGAACTT 


12,00 


0,74 


Hs .243886 


nuclear autoantigenic sperm protein 
(histone-binding 




3430 


CTATGGCTTCA 


5,00 


0,50 


Hs.75618 


RAB11A, member RAS oncogene family 




3431 


AGTTGTCACTT 


3,00 


0,38 


Hs.74649 


cytochrome c oxidase subunit Vic 


35 


3432 


TGGGGGCCGAT 


3,00 


0,38 


Hs.285340 


transducin-like enhancer of split 2, ho- 
molog of Dros 




3433 


TGCAAAAAAAA 


3,00 


0,38 


Hs.181624 


ESTs 




3434 


TGGAGATGTGA 


3,00 


0,38 


Hs.16130 


Homo sapiens cDNA FLJ10064 fis, clone 
HEMBA1001450 


40 


3435 


GCGGCAGTTAC 


2.00 


0.29 


Hs.82201 


casein kinase 2, alpha prime polypeptide 




3436 


GCCCTGTAGTT 


2,00 


0,29 


Hs.76578 


protein inhibitor of activated STAT3 




3437 


TCACAAGCCAC 


2,00 


0,29 


Hs.34953 


ESTs 


45 


3438 


TATGAAAACAT 


2,00 


0,29 


Hs.3337 


transmembrane 4 superfamily member 1 




3439 


GGAGAAACAGC 


2,00 


0,29 


Hs.286035 


ESTs 




3440 


GGGGCCTGAGT 


2,00 


0,29 


Hs.284280 


hypothetical protein DKFZp547H236 




3441 


AGGCCAGGAGT 


2,00 


0,29 


Hs.22237 


lethal (3) malignant brain tumor l(3)mbt 
protein (Dr 


50 


3442 


AGGTCGGGAGA 


2,00 


0,29 


Hs.1 93292 


ESTs 




3443 


AAATGCAATAA 


2,00 


0.29 


Hs.168157 


nuclear transcription factor Y, gamma 




3444 


CGCCTGTGGTC 


2,00 


0,29 


Hs.1 38263 


Homo sapiens clone 24528 mRNA se- 
quence 


55 


3445 


AC 1 1 I IGCCCC 


2,00 


0,29 


Hs.10117 


CGI-15 protein 




3446 


ACCTAACCGTC 


1,00 


0.15 


Hs.9965 


ESTs 




3447 


TCAGTGTATTA 


1,00 


0.15 


Hs.9853 


ESTs 




3448 


CCTCTGTTTCT 


1,00 


0,15 


Hs.91684 


Homo sapiens cDNA FLJ20148 fis, clone 
COL08032, high 
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3449 


TCCGTGTGTCA 


1,00 


0,15 


Hs.83869 


hypothetical protein 


5 


3450 


TATTAAAATAG 


1,00 


0,15 


Hs.82028 


transformina arowth factor heta rprpntnr 
II (70-80K 




3451 


AGGGCCGACTG 


1,00 


0,15 


Hs. 80976 


antigen identified by monoclonal anti- 
body Ki-67 




3452 


AIGCI 1 ICACA 


1,00 


0,15 


Hs.80741 


propionyl Coenzyme A carboxylase, 
alpha polypeptide 


10 


3453 


TAACCTTGCTG 


1.00 


0,15 


Hs.80562 


gelsolin (amyloidosis, Finnish type) 




3454 


GGAAATAAAAA 


1,00 


0,15 


Hs.79672 


KIAA0652 gene product 




3455 


CCTTGTTAGCA 


1.00 


0,15 


Hs.788 


A kinase (PRKA) anchor protein (gravin) 
12 


IS 


3456 


CI 1 IGIACAC1 


1.00 


0,15 


Hs.74649 


cytochrome c oxidase subunit Vic 




3457 


AAATTACATAG 


1.00 


0,15 


Hs.73291 


hypothetical protein FU10881 




3458 


AAGGCCATCTT 


1,00 


0,15 


Hs.65328 


Homo sapiens cDNA FLJ10854 fis, clone 
NT2RP4001507 


20 


3459 


AGTGCTGAGGG 


1,00 


0,15 


Hs.6241 


phosphoino$itide-3-kinase t regulatory 
subunit, polyp 




3460 


GATGGGACCAT 


1.00 


0,15 


Hs .46829 


Homo sapiens mRNA full length insert 
cDNA clone EURO 


25 


3461 


AIII1GGGCAA 


1,00 


0,15 


Hs.28827 


mitogen-activated protein kinase kinase 
kinase 2 




3462 


TAATTTAAAAA 


1.00 


0,15 


Hs.283682 


hypothetical protein PRO0992 




3463 


GTGAGAAGAGA 


1,00 


0,15 


Hs.274318 


ESTs 


30 


3464 


GGCAAGCCCCC 


1.00 


0,15 


Hs.252574 


ribosomal protein L10a 




3465 


TGATGTCTGCC 


1.00 


0,15 


Hs. 252514 


ESTs 




3466 


TTCTTGTTTGT 


1.00 


0,15 


Hs. 250824 


ESTs 




3467 


GACCTTGATCG 


1.00 


0,15 


Hs.227730 


integrin, alpha 6 


35 


3468 


TTGAAATTGTA 


1.00 


0.15 


Hs.21857 


ESTs 




3469 


TATTATTTCAG 


1.00 


0,15 


Hs.21255 


ESTs 




3470 


GAGTAATGGAT 


1.00 


0,15 


Hs.204501 


hypothetical protein FU 10534 




3471 


GCAACAAATCC 


1.00 


0,15 


Hs.19192 


cyclin-dependent kinase 2 


40 


3472 


ACTACAGCCAT 


1.00 


0,15 


Hs.186961 


ubiquitin specific protease 25 




3473 


CCTGATCTGTA 


1.00 


0,15 


Hs.181357 


aminin receptor 1 (67kD t ribosomal 
protein SA) 




3474 


CTAAAGTACTT 


1.00 


0.15 


Hs.171553 


ESTs 


45 


3475 


TTCAAGTGAAA 


1.00 


0,15 


Hs. 169681 


death effector domain-containing 




3476 


AACTGGAGTCT 


1,00 


0,15 


Hs. 169600 


KIAA0826 protein 




3477 


ACCTGCTTAAC 


1.00 


0,15 


Hs. 169149 


karyopherin alpha 1 (importin alpha 5) 




3478 


AAAATTGTAAC 


1.00 


0,15 


Hs. 166982 


phosjphatidylinositol glycan, class F 


50 


3479 


GCCGGCTGTCT 


1.00 


0,15 


Hs.16561 


HSPC141^rotein 




3480 


CCAGCCAGGTG 


1.00 


0.15 


Hs.154978 


KIAA0261 protein 




3481 


AAACTAGAAAT 


1,00 


0,15 


Hs. 153260 


Homo sapiens c-Cbl-interacting protein 
(CIN85) mRNA. 


55 


3482 


GGGGGTCGGGG 


1,00 


0,15 


Hs.147996 


protein kinase, X-linked 




3483 


AATGTTTAACG 


1,00 


0,15 


Hs.13366 


ESTs 




3484 


IGG1GT7T TGG 


1,00 


0,15 


Hs.13234 


ESTs 




3485 


CATCTTATGAA 


1,00 


0,15 


Hs. 12891 


ESTs 


fit) 


3486 


AGAGCACACCT 


1,00 


0,15 


Hs.1 18162 


fibronectin 1 




3487 


AACAGGGACAG 


1,00 


0,15 


Hs. 11 5284 


zinc finger protein 213 




3488 


TTAAAATACAG 


1,00 


0,15 


Hs.11356 


ESTs 
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1 00 

1 , WW 


0 15 


Hs 112278 


arre^tin hpta 1 
aii coin i, ucia i 




3490 


GCCTGGACCAT 


1,00 


0,15 


Hs. 10964 


Homo sapiens mRNA; cDNA 
DKFZD434L0816 (from clone DK 

fcW^W™^WW IW \' ' Will VlWl IW \mJ 1 \ 




3491 


TAGCAGCAACC 


1 00 

1 ,WV 


0.15 


Hs.106070 


cyclin-dependent kinase inhibitor 1C 
(p57, Kip2) 




3492 


CCTTTCACACA 


16,00 


0,82 


Hs 278589 


general transcription factor II, i 




3493 


CAGAGACGTGG 


5,00 


0,50 


Hs.76111 


dystroglycan 1 (dystrophin-associated 
olvcoorotein 1 


to 


1AQA 


1 1 1 IPAA^AAfi 


4 no 




Hs 75447 


rralA hinHinn nmtpin 1 






TrTA^TTTTfiT 
1 L/ 1 M^/ 1 1 1 1 O 1 


4 no 




Hs 74SQA 

n5. / *tw*7v 


fJViyii Q3C ^ LJIV/^ wll CUICU J, UCtld , 

reaulatorv subun 


15 




TAACAGCCAGG 


11,00 


0 70 

w, r w 


Hs 81328 


nuclear factor of kappa light polypeptide 
gene enhan 


3497 


TCAGATCTTTG 


117,00 


1,95 


Hs.75344 


ribosomal protein S4, X-linked 




3498 


CACCAGCATTG 


9,00 


0.65 


Hs.75847 


chromosome 15 open reading frame 3 




3499 

W^ w W 


GCATACCTGCA 


3.00 

w, ww 


0,37 


Hs.8258 


DKFZP434D1335 protein 


20 


3500 


CTGCCCCCACC 


3,00 


0,37 


Hs.164410 


chromosome 16 open reading frame 7 




OOU I 


(^T^rA^nnTCC 

V»> 1 Ovnwwv 1 V«/V-/ 


3 00 


0 37 

U| W 1 


Hs 158164 

1 Iwi 1 ww 1 w» 


ATP-bindina cassette sub-familv B 

# i i i wii iwii iw wwwwwkww, www i wii hi i 

(MDR/TAP), member 








C AA 
w\UU 


n aq 


Hq 7R5fid 


innor mpmhranp nrAfpin mitAAhAnHrial 

IIIUCI IllClllwt dl lw piUlCtll, II IliUwf IU( Iwl lal 

^1 IlllUI III! 1^ 


25 


3503 




Z AA 


n AA 




PQTc MnrlprotAlw cimilar tA T^nn^ ^ 

CO 1 5, IVIUClCf altSiy oIHIIIaf tU l&UUu, J 

[C.elegans] 




ODU4 




o nn 


v,4£w 


Hs 00017 


P^Tc VA/p^tklv/ similar tA lo-likp msiri* 

brane protein [H. 


30 


ODUD 


AMI Af^PAAf^n 
Mill nOunnUU 


2 00 


0 28 


Hs 83213 


fattv acid bindina orotein 4 adioocvte 






P A PTH A(^ P P AA 


2 00 


0 28 


Hs 7960 

1 10* f WWW 


hvDothetical Drotein FLJ20027 




1*A7 


Oun 1 on IOI vi 


2 00 

£, ww 


0 28 


Hs 74861 

1 lO* f "WW 1 


activated RNA Dotvmerase II transcrio- 

QwllVaiwU IMin W W 1 J 1 1 Iwl w w W II U Ql Iwvl If/ 

tion cofactor 4 


35 


OOUO 


TnTTTPAf^fiAT 


2 00 


0 28 


Hs 6216 


tumorous imaainal discs (Drosoohila) 
homolog 




3509 


TCTGTGCTGTC 


2,00 


0,28 


Hs.231301 


ESTs 


40 


OJ 1 v 


AAGAACTAAAA 


2,00 


0,28 


Hs.18778 


hypothetical protein 




^51 1 


PPPTGCTTCCA 


2,00 


0,28 


Hs. 181077 


KIAA1306 protein 




3512 


GCTACTCTTTG 


2,00 


0,28 


Hs.171807 


Human clone 23652 mRNA sequence 




OD 1 O 


r ATTRAGCTCC 


2,00 


0,28 


Hs. 12820 


SnRNP assembly defective 1 homolog 


45 




^PAPTTACAAA 


2,00 


0 28 

w,^w 


Hs. 100407 


Homo sapiens mRNA; cDNA 
DKFZp564H2416 (from clone DK 




3515 


TTCTGCTCTTG 


5,00 


0,49 


Hs.11 0802 


von Willebrand factor 




OD ID 


r^PTfiAAPttPGT 


6 00 

w, WW 


0 53 

w, W w 


Hs 99029 

1 IW.WWWfcW 


CCAAT/enhancer bindino Drotein 
(C/EBP) beta 


50 


001 1 


riri^AAAPPPP^ 


6 00 


0 53 


Hs 254283 

1 Itf.faW^fcWW 


EST 




OOIO 


pp APTTPPTPT 


3 00 

W| WW 


0 37 

W, W I 


Hs 77495 

1 l0i 1 1 ~ WW 


KIAA0242 orotein 




3519 


TTCAGCGTTCT' 


3,00 


0.37 


Hs. 109929 


hypothetical protein 
MPMGp800B12492Q3 


55 


3520 


AGCCAAAAAAA 


11,00 


0,69 


Hs.63525 


poly(rC)-binding protein 2 




3521 


ATGGCCTCCTC 


4,00 


0.44 


Hs.83734 


syntaxin 4 A (placental) 




3522 


ATTTCAAGATG 


4,00 


0,44 


Hs. 155097 


carbonic anhydrase II 


ft) 


3523 


GTGATGGATGG 


5.00 


0,49 


Hs.181046 


Homo sapiens mRNA; cDNA 
DKFZp58601 91 9 (from clone DK 
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3524 


GAI I1GIGTTC 


6.0C 


) 0,5: 


HS.17312J 


> peptidylprolyl isomerase F (cyclophilin F) 


3525 


> TTAAAAAAAAA 


9,0C 


> 0.6: 


> Hs.70266 


yeast Sec3lD homoloa 


3526 


> AAGAAAACTGT 


6,0C 


0,53 


Hs. 179294 


KIAA1522 protein 


3527 


TGATCTGCCTG 


4,0C 


0,42 


Hs.5723 


ESTs, Weakly similar to CA12 HUMAN 
COLLAGEN ALPHA 1( 


3528 


TGCTGCATTGA 


3.0C 


0,37 


' Hs.5344 


adaptor-related protein corrmlex 1 
gamma 1 subunit 


352S 


GCAGAGATGGG 


3.0C 


0,37 


Hs.39850 


hypothetical protein FLJ20517 


3530 


TTTCTGGAGGT 


3.0C 


0,37 


Hs. 129943 


KIAA0545 protein 


3531 


GCAGAACCATT 


2,00 


0.28 


Hs.96264 


alDha thalassemia/rripntal rotorHotir\n 
syndrome X-link 


3532 


CCTAGTAAAAA 


2,00 


0,28 


Hs.96247 


translin-associated factor X 


3533 


GCACAATGGGA 


2.00 


0.28 


Hs.85838 


solute carrier family 16 (monocarboxylic 
acid transp 


3534 


CAGTCCCCCTC 


2,00 


0,28 


Hs 82563 


KIAA0153 protein 


3535 


TAGACTGGCAC 


2,00 


0,28 


Hs.7970 


DKFZP434B027 protein 


3536 


CACTCAATAAA 


2,00 


0,28 


Hs.79361 


kallikrein 6 (neurosin, zyme) 


3537 


TTCAGGAGGGG 


2,00 


0,28 


Hs.5890 


ESTs, Weakly similar to A491 34 Ig 
kappa chain V-l re 


3538 


CCAGTGGCTCA 


2,00 


0,28 


Hs.5753 


inOSitol(mvO)-1for 4WTIononho^nhata<:p 
2 


3539 


I (J I A 1 1 1 IGAC 


2.00 


0,28 


Hs 29882 


predicted osteoblast protein 


3540 


CCGAI 1 ( 1 IAA 


2,00 


0,28 


Hs 26570 


"WDOihetical nrntoin Fl MdAOO 


3541 


GAATTTGGGAT 


2.00 


0,28 


Hs. 195729 


"STs Hiohlv similar In klAAft7fift nr^in 
[H.sapiens] 


3542 


AAAGTGAAAAA 


2,00 


0,28 


Hs. 183868 


glucuronidase, beta 


3543 


AAAGTGGGTGG 


2,00 


0,28 


Hs. 146409 


winqless-tvoe MMTV intea ration site 
family, member 4 


3544 


[TGACTGGCAAA 


2,00 


0,28 


Hs. 130849 


ESTs 


3545 


TTACAGAGCTT 


2.00 


0,28 


Hs. 10590 


zinc finger protein 313 


3546 


GTAACAAAATG 


1.00 


0,14 


Hs.99437 


Homo saoiens mRNA* cDMA 
DKFZp586G1924 (from clone DK 


3547 


CTACCCAACAG 


1,00 


0,14 


Hs.9292 


ESTs | 


3548 


GAAACCCCAGA 


1.00 


0,14 


Hs. 84359 


"ivoothetica! nrotein 


3549 


AACACCCTTTC 


1,00 


0,14 


Hs.82911 


protein tyrosine phosphatase type IVA, 
member 2 


3550 


TATAAAAGTGG 


1,00 


0,14 


Hs. 82084 


integrin beta 3 binding protein (beta3- 
endonexin) 


3551 


GCACCCACTGG 


1,00 


0,14 


Hs.8184 


ESTs 


3552 


GAAACCTGAAA 


1,00 


0,14 


Hs.75772 


nuclear receDtor subfamilv 3 aroun c 
member 1 


3553 


TGTGGGAGTAG 


1,00 


0,14 


Hs.6783 


ESTs 


3554 


IGCICCCI 1 IA 


1,00 


0,14 


Hs.65450 


reticulon 4 


3555 


CTGGTCGTTGG 


1.00 


0,14 


Hs.5985 


Homo saoiens clone 25186 mRNA se- 
quence 


3556- 


AGATTGCTGTT 


1,00 


0,14 


Hs.59838 


hypothetical protein FL J 10808 


3557 


GCCTGGCACCG 


1,00 


0,14 


Hs.58167 


zinc finger protein 282 


3558 


GAICI 1 1 IGIC 


1,00 


0,14 


Hs.5148 


FLN29 gene product 


3559 l 


[jai 1 1 lArrrc 


1,00 


0,14 I 


Hs.49136 


ESTs 


3560 j 


MG\ 1 ICf ICC 


1,00 


0,14 I 


Hs.41143 


<IAA0581 protein 
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CCCTTGCACTC 


1 00 


0 14 

w , » » 


Hs.284528 


EST 




ATC^AGTTTCTG 


1,00 


0 14 


Hs.26930 


ESTs 




TTGCCCAGACT 


1,00 


0,14 


Hs.244245 


EST 


3564 


GTTTATGTTCC 


1,00 


0,14 


Hs.24341 


DKFZP586I1419 protein 


occc 


fTftAACTCTTC 


1,00 


0,14 


Hs.202737 


ESTs 


0300 


rPATATGATCA 


1,00 


0 14 

w, i -r 


Hs. 192966 


KIAA0265 protein 


wwO f 


AGAAAAAATAA 


1 t 00 


0,14 


Hs.18587 


ESTs 


www 


AGGTCAATGAA 


1,00 


0,14 


Hs. 18376 


KIAA1319 protein 


3569 


AAACAATACAC 


1,00 


0,14 


Hs.181466 


Homo sapiens TRAF4 associated factor 
1 mRNA, partial 


***7n 
00 / u 




1,00 


0 14 


Hs.1 73859 


rizzled (Drosophila) homolog 7 


00/1 


rT<^TA A A A AAA 


1 00 

1 jVw 


0,14 


Hs 17364 

1 Iwi ■ / WW~ 


zinc finger protein 79 (pT7) 






1 00 

J ( ww 


0 14 


Hs 171501 


ubiquitin specific protease 1 1 


3573 


GTTTGGGATGA 


1,00 


0,14 


Hs.16193 


Homo sapiens mRNA; cDNA 
DKFZp586B211 (from clone DKF 


3574 


GCCTGTGGATG 


1,00 


0,14 


Hs.150601 


chymotrypsin-like 


oj r O 


WW 1 w 1 VJwwwww 


1,00 


0 14 


Hs.128512 


ESTs 


00/ D 


TAPAGTAAAAC 


1,00 


0 14 


Hs. 12581 9 


putative dimethyladenosine transferase 


00/ / 


TPPATTGPTGG 
1 UvM 1 1 Vjw 1 OO 


1 00 

1 , WW 


0 14 


Hs 12303 


suppressor of Ty (S.cerevisiae) 6 ho- 
molog 


o c ^ o 

3578 


ATCblotOAl 1 


1 nn 


n 14 


Hs 110630 
no. i i Www 


Human BRCA2 reoion mRNA seauence 
CG006 


3579 


GCGACAAAAAvj 


1 nn 


n 


u e i m^47 


nCV i pfUiCill 


3580 


ACGTGACACCT 


4 Art 


n aa 


Me 1AAA1 

ns. iuoo i 


VVLs ICJJCdi UUIIIalll r 


3581 


GAAAGTGGCTG 


1,00 


0,14 


H8.1 08788 


ESTs, Weakly similar to zeste 
TD melanoaasterl 


O C Q O 

3582 


TTT^PTP A APA 




n 14 


He 108660 
no. iuouw 


ATP-bindina cassette sub-familv C 

a» l r wii lull ih wd w w w w , www iwiiiiij 

(CFTR/MRP). membe 


3583 


/^Tp/> AAAO^A^ 

w 1 buAAAoono 




n 14 


Hs 104519 

1 lO . 1 w"Tw 1 w 


DhosDholiDase D2 


3584 


ATGGGu M oAl 


f\ nn 


n 4R 


no.o i 


CGI-44 orotein' sulfide dehydrogenase 
like (yeast) 


3585 


TGTCTTTGol U 


^ nn 


n 47 
u,**o 


He Q^RQ 


tihintiilin 1 


3586 


AGCTACCGGGC 


a nn 


n 


ns.ovjOy? 


Fi^P-rnntaininn fthulin-like extracellular 
matrix Dro 


OCQ7 




7 no 


0 56 


Hs 198427 


hexokinase 2 


3588 


TGAGCCCGGCC 


9,00 


0,63 


Hs.238839 


latent transforming growth factor beta 
binding prote 


0009 


PTPTGTAATTT 
w 1 w 1 O 1 nA i l i 


3,00 


0 37 

w, w » 


Hs.75618 


RAB1 1 A, member RAS oncogene family 


3590 


CTCAGCCTGAG 


3,00 


0.37 


Hs.3496 


ESTs 


ooyi 




^ no 


0 37 


Hs 284181 


hypothetical protein DKFZp434P0531 


3592 


A A A A A A A 

TGGCAAAAAAA 


o nn 


n ?r 


He 77783 
no. iii 


memhrane-associated tvrosine- and 

I 1 IC III Wl Hi Iv %I w W v Wl W kW W II • WW »i < V ^ ■ i-w 

threonine-specific 


3593 


"I*/ - "*"!"/"* A A A A A A A 

TGTCAAAAAAA 


o nn 


n 9A 


He 7190 
no. r 1 C\J 


rvtnkine recentor-like molecule 9 


3594 


TCAGTGAACTG 


2,00 


0,28 


Hs.6657 


Novel human gene mapping to chomo- 

enmo 22 


3595 


GCTCAAACTAC 


2,00 


0,28 


Hs.284332 


ESTs 


3596 


CCCTCACTCCT 


2,00 


0,28 


Hs.21143 


(Manual assignment) MEMOREC PSL4 
presenilin-like pro 


3597 


GGGCTGGACGG 


2,00 


0,28 


Hs.180338 


tumor necrosis factor receptor super- 
family, member 1 
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3598 


CAGGGCGAGAT 


2,00 


0,28 


Hs. 154680 


DKFZP434M1 54 protein 




03*7*7 






n oft 


We 1 c^AOQ 

ns. i ooooy 


nypoineuca) oddiuo protein 


s 


3600 


GGAGACAGAGT 


2,00 


0,28 


Hs.141011 


calmodulin 3 (phosphorylase kinase, 




OOvJ f 




7 nn 
f ,uu 




He 1 *;c;oi ft 


ciD-ooKua-associdted protein 5 


10 


3602 


TCAGACAAAAG 


5.00 


0,48 


Hs.66881 


Homo sapiens mRNA; cDNA 
Ur\r£p4j4Ai5io (trom clone DK 




3603 


CTCATTCAGCT 


6,00 


0.52 


Hs.180139 


SMT3 (suppressor of mif two 3, yeast) 
nomOiog ^ 




3604 


GTGAAACCCTT 


3,00 


0.37 


Hs. 206955 


ESTs 


15 


3605 




o aa 


A 07 

0,37 


MS. 155543 


proteasome (prosome, macropain) 26S 
suounii, non-Ain 




3606 


GCTTGGATCTC 


12,00 


0,69 


Hs.250723 


FK506 binding protein 12-rapamycin 
associated protei 


20 


obvf 


OTP A A A A A 

W 1 uAAUAol/AA 


1U.UU 


A fi/tf 

U,D4 


(is, f oi l 


eukaryotic translation initiation factor 3, 
ouuunii 




3608 


GACTCTGAAAA 


6,00 


0,52 


Hs.2953 


ribosomal protein S15a 


25 


•5CAO 


1 1 V3L*Ol3V3 1 1 MA 


£ nn 




ns. t 0^9 


proieasome ^prosome, macropain) inhibi- 
tor subunit 1 


OOlU 


A /"*ppTppp A A A 


^ nn 


n /iq 


nS.^O4D40 


COT 
to 1 




Of 4 A 

3611 


tap A /"» A f^r^f* A A 

TACAbAGobAA 


4 A AA 


A CO 


MS.o/ /b 


zinc finger protein 216 




Of 4 A 

3612 




7 AA 


A CC 


nS./o2 lb 


protein tyrosine phosphatase, receptor 
type, F 


30 


oolo 


uAAA 1 AUnu 1 1 


-A'i nn 


4 n7 




AAOn A MAIM 11 / II fA AA AM% a! AaAAoAhI a baA A. 

caxnepsm u lysosomal aspartyt prote- 








1 1 nn 


n fi7 


w« 1 nnm ^ 


u-aopacnrome xauiomerase 


3S 


3615 


TCCTTGCTTCT 


6,00 


0,52 


Hs 94491 


hypothetical protein FLJ20297 


3616 


CGAGGGGCCAG 


oo rtft 

33,00 


A ft^ 

0,97 


HS. 182485 


actinin, alpha 4 




rip ,( >7 

3617 


AGAGGTGGTGT 


A AA 

4,00 


A A O 

0,43 


HS.6968 


KIAA1460 protein 




3618 


CCACGTCCATC 


2,00 


0,28 


HS.9018 


exostoses (multiple)-like 3 


40 


3619 


GCCTTGGGGGC 


2,00 


0,28 


Hs. 75658 


phosphorylase, glycogen; brain 


3620 


AGGAGCCGGGG 


2,00 


A Ifl 

0,2o 


nS.25/00 


Homo sapiens mRNA; cDNA 
DKFZp434M0435 (from clone DK 




3621 


UobuAAAAAAA 


A AA 


A OQ 


ns. i 


ecotropic viral integration site 5 


45 


oc ao 
3o22 




o nn 


n oq 
U f 2o 


ns.i /Jioy 


transforming, acidic coiled-coil containing 




3623 


CCCGCTCTTGA 


2.00 


0,28 


Hs. 118282 


ESTs 




3024 


rTrATATPPAA 

\j 1 oA 1 A 1 LOAM 


o nn 
<£,uu 


n oft 


ns. i luyDU 


nomo sapiens cione ^ouu/ jtikna se- 
quence 


50 


3625 


TCAGTAAAAAT 


A AA 

1,00 


A A A 

0,14 


HS.9505 


IS 1 A A ti*Sf\A — A ~ 

KIAA1291 protein 




3626 


G CAGCTATGAG 


4 ftft 

1,00 


ft A A 

0,14 


• I _ ftftft^ft 
HS.90960 


ESTS 




3627 


CTCTCTGTGGA 


1.00 


0,14 


Hs.8858 


bromodomain adjacent to zinc finger 
domain, 1A 


cc 

JJ 


3628 


TCTCAGATGAG 


a Aft 

1,00 


ft A A 

0,14 


HS. 82568 


cytochrome P450, subfamily XXVIIA 




3629 


CTGTAGTTGCC 


1.00 


0,14 


Hs.75798 


hypothetical protein 


fiO 


3630 


ATTTCACATTT 


1.00 


0.14 


Hs.7378 


Homo sapiens mRNA; cDNA 
DKF2p434G227 (from clone DKF 




3631 


ACTATTTCACA 


1,00 


0,14 


Hs.72134 


KIAA1064 protein 




3632 


TTGTTGAAAGG 


1,00 


0,14 


Hs.70337 


immunoglobulin superfamily, member 4 
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3633 


TGCCCTGTTCC 


1,00 


0,14 


Hs.6651 


Homo sapiens clone 23645 mRNA se- 
quence 


3634 


ATGATTCCCTG 


1,00 


0,14 


Hs.64595 


DKFZP566E2346 protein 


3635 


AIAAI 1 1 1 1 IG 


1,00 


0,14 


Hs.539 


ribosomat protein S29 


3636 


GCCCACTTCCT 


1,00 


0,14 


Hs.32117 


ESTs, Weakly similar to unknown 
[D.melanogaster] 


3637 


GGACTCATCCC 


1,00 


0,14 


Hs.286102 


ESTs 


3638 


CTGCCTTATTT 


1,00 


0,14 


Hs.28501 


ESTs 


3639 


GACAGTGGAGA 


1,00 


0,14 


Hs.284284 


ESTs, Highly similar to beta-1,3-N- 
acetylglucosaminy 


3640 


CAGCAATAAAA 


1,00 


0,14 


Hs.284251 


KIAA0544 protein 


3641 


GTGGCTCAAGC 


1,00 


0,14 


Hs.283708 


hypothetical protein PRO0758 


3642 


ACCTTGGATTT 


1,00 


0,14 


Hs.278920 


PRO1510 protein 


3643 


GGGCTGCTGCC 


1,00 


0,14 


Hs.277630 


EST 


3644 


ATGTGGGCTCA 


1,00 


0,14 


HS.27018 


Ris 


3645 


GGCACCGTGGC 


1,00 


0,14 


Hs.256144 


ESTs 


3646 


GAGAAACCCAG 


1,00 


0,14 


Hs.252895 


ESTs 


3647 


AIM IGGCCAC 


1,00 


0.14 


Hs.24831 


ESTs 


3648 


TGAAGATAGAC 


1,00 


0,14 


Hs.24809 


hypothetical protein FLJ10826 


3649 


AGCCCTTCCTC 


1,00 


0,14 


Hs.237856 


peptide transporter 3 


3650 


CTTCTCTGTTT 


1,00 


0,14 


Hs.23449 


insulin receptor tyrosine kinase substrate 


3651 


TTTATCCCAAA 


1,00 


0,14 


Hs.227391 


DKFZP547E1010 protein 


3652 


CTTGTGGTCCC 


1,00 


0,14 


Hs. 19371 7 


interleukin 10 


3653 


TGCAATTCCTT 


1,00 


0.14 


Hs. 177461 


ribosomal protein L39 


3654 


GAIAI 1 1 1 1 IC 


1,00 


0,14 


Hs. 17667 


SH3-domain binding protein 4 


3655 


CTTTGTGAACA 


1,00 


0,14 


Hs 169946 


GATA-binding protein 3 


3656 


TAGACCCCTTG 


1,00 


0,14 


Hs.1 69476 


glyceraIdehyde-3-phosphate dehydroge- 
nase 


3657 


AGCGTGGCTCT 


1,00 


0.14 


Hs 15589 


PPAR binding protein 




TTTGACAATAC 


1,00 


0.14 


Hs. 155596 


BCL2/adenovirus E1B 19kD-interacting 
protein 2 


3659 


GTCTAGTCAAT 


1,00 


0,14 


Hs. 152629 


KIAA0179 protein 


3660 


CTGGACTTTAT 


1,00 


0,14 


Hs. 146861 


hypothetical protein FLJ20580 


3661 


TGTACTGGCAC 


1,00 


0,14 


Hs. 144090 


ESTs 


3662 


TGAAAACCTGA 


1,00 


0,14 


Hs.143460 


protein kinase C, nu 


^663 

JUvw 


GTTATATGCCC 


1,00 


0.14 


Hs.13350 


Homo sapiens mRNA; cDNA 
DKFZp586D0918 (from clone DK 


3664 


TTAATAAATGT 


1,00 


0.14 


Hs.13313 


cAMP responsive element binding pro- 
tein-like 2 


3665 


GACCAGCGGCT 


1,00 


0,14 


Hs.127401 


DKFZP434A163 protein; selective LIM 
binding factor, 


3666 


AGCCAAATAAA 


1,00 


0.14 


Hs.123652 


ESTs 






1 00 


0 14 


Hs 121076 


ESTs, Weakly similar to S64705 cyclo- 
philin-like prot 


3668 


TTGGGGACGGG 


1,00 


0,14 


Hs.1 18400 


singed (Drosophila)-like (sea urchin 
fascin homolog 


3669 


TATTGACAACA 


3,00 


0.36 


Hs.75608 


tight junction protein 2 (zona occludens 
2) 


3670 


CAGATTAGTTA 


3,00 


0.36 


Hs.286195 


Homo sapiens clone 25244 DEAD-box 
protein p72 mRNA s 
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3671 


AGGAGTCGACA 


3.0C 


0,36 


5 HS.18136S 


) ubiquitin fusion degradation 1 -like 




3672 


CAAAATCAGGA 


14.0C 


) 0.72 


! Hs.79933 


cyclin I 




3672 


I CTCTAAGAAGC 


8.0C 


) 0.5E 


I Hs.9641 


complement component 1, q subcompo- 
nent, alpha polype 




3674 


AAACCAGGGCC 


4.0C 


) 0,42 


Hs.27983e 


iHSPC166 protein 




3675 


ATGGCGCAGTC 


4.0C 


0.42 


Hs.239505 


lESTs 


10 


3676 


GGAI I IGGCCT 


168.0C 


1.7C 


Hs.251247 


(Manual assignment) Acidic ribosomal 
phosphoprotein 




3677 


CCCCCAGATGA 


6.0C 


0.52 


Hs.25817 


hypothetical protein FLJ20386 


15 


3678 


TGAAAAAAAAA 


15.0C 


0.74 


Hs.57904 


mago-nashi (DrosoDhilal homninn nm- 
liferation-assoc 




3679 


AAGGTGGAGTG 


3,00 


0,36 


Hs.9573 


ATP-binding cassette, sub-family F 
(GCN20), member 1 




3680 


TTGTTGGATAT 


3,00 


0,36 


Hs.4099 


nardilysin (N-arginine dibasic conver- 
tase) 


20 


3681 


AAGTTTGCCTG 


3,00 


0,36 


Hs.28988 


glutaredoxin (thioltransferase) 




3682 


CCATTGCATTC 


3,00 


0.36 


Hs. 185 156 


ESTs 




3683 


TGCTGCTGCTT 


5,00 


0,47 


Hs.283685 


hypothetical protein FLJ20396 


25 


3684 


GACCCCAAGGC 


14,00 


0,72 


Hs.82932 


cyclin D1 (PRAD1: parathyroid 
adenomatosis 1) 




3685 


IGG'I I [ fGGCA 


4,00 


0,42 


Hs.75721 


profilin 1 




3686 


GTGTCGGCTGT 


4.00 


0,42 


Hs.275959 


eukaiVOtiC translation plnnnatinn iartnr 1 

beta 2 


30 


3687 


GGCTGTACCCA 


21,00 


0,82 


Hs 108080 


cysteine and glycine-rich protein 1 




3688 


GITI I ICA1 IG 


15,00 


0,73 


Hs. 119502 


ubiquitin A-52 residue ribosomal protein 
fusion prod 




3689 


CGACCCTCTCC 


2,00 


0,28 


Hs.74649 


cytochrome c oxidase subunit Vic 


:is 


3690 


GCCACGTTGTC 


2,00 


0,28 


Hs.32352 


hypothetical protein DKFZp434K1210 




3691 


ATGTATGGGGA 


2,00 


0,28 


Hs.283429 


SMC (mouse) homolog, X chromosome 




3692 


TGCCACCACGC 


2,00 


0,28 


Hs.233480 


EST 


40 


3693 


CGAAAAAAAAA 


2,00 


0.28 


Hs.20815 


erythroblast macrophage protein 


3694 


GTCTTCAAAGA 


2.00 


0.28 


Hs. 184227 


F-box only protein 21 




3695 


AAGTAGAGCAG 


2,00 


0.28 


-is 144645 


POM fPOM1?1 rafr hrtmnlrtnt onH 7Do 

fusion d rote in 


45 


3696 


TAGAAAGGCAG 


9,00 


0,61 


Hs.78909 


butvrate resoonse fartnr 0 fPf^P- 
response factor 2) 




3697 


CAGGCCCCACC 


16,00 


0.75 


Hs.256290 


S100 calcium-binding protein A11 (cal- 
gizzarin) 




3698 


ATTCTGTTGTA 


5,00 


0,47 


Hs.150580 


putative translation initiation factor 


50 


3699 


CGCTGGTTCCA 


83,00 


1.25 


Hs. 179943 


ribosomal protein L11 




3700 


TACCCCACCTT 


4,00 


0,42 


Hs.75258 


H2A histone family, member Y 




3701 


TGATGTTCCAC 


4,00 


0,42 


Hs.277401 


bromodomain adjacent to zinc finger 
domain, 2A 


55 


3702 


GAGTCTGTTCG 


3,00 


0,36 


Hs.283636 

i 


Homo saDiens HSPC253 mRMA nartial 
cds 




i/03 


TTGCGGAGCCC 


3,00 


0.36 


Hs. 199695 


hypothetical protein 


ft) 


3704, 


AGTCTCCCCTA 


3,00 


0.36 


Hs. 12303 J 
i 


suppressor of Ty (S.cerevisiae) 6 ho- 
Tiolog 




3705 


GTTGGGAGTCC 


3,00 


0.36 


Hs. 108504 1 


Hypothetical protein FLJ20113 




3706 


C C AG AAC AG AC 1 


119,00 


1.41 


Hs.111222 r 


ibosomal protein L30 



6b 
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3707 


TAGGGCAATCT 


17,00 


0,76 


Hs.180139 


SMT3 (suppressor of mif two 3, yeast) 
homolog 2 




3708 


GAC I I cac; I 1 1 


5,00 


0,47 


Hs.77356 


transferrin receptor (p90, CD71) 




3709 


GTGGACCCTGT 


5,00 


0,47 


Hs.7236 


CGI-25 protein 




3710 


CACGCAATGCT 


22,00 


0,82 


Hs.244 


amino-terminal enhancer of split 




3711 


GCCTATGGTCC 


8,00 


0.58 


Hs.16561 


HSPC141 protein 




3712 


TGGAACTGTAA 


5,00 


0.47 


Hs.234839 


vacuolar sorting protein 4 




3713 


AACCAAAAAAA 


5,00 


0.47 


Hs.155410 


isocitrate dehydrogenase 3 (NAD+) beta 


10 


3714 


TTGTAAATGCG 


6,00 


0.51 


HS149436 


kinesin family member 5B 




3715 


ACCAGGCAAGG 


2,00 


0,28 


Hs.93871 


hypothetical protein FLJ 10783 




3716 


AGTGCCCCTCT 


2,00 


0,28 


Hs.90232 


KIAA0552 gene product 




3717 


TGTGGCAAAGT 


2,00 


0,28 


Hs.7243 


ubiquitin specific protease 24 


15 


3718 


TACCAGGAACC 


2,00 


0,28 


Hs.7010 


NPD002 protein 




3719 


A 1 1 1 1 1 1 CAAG 


2,00 


0,28 


Hs.3833 


3-prtme-phosphoadenosine 5-prime- 
phosphosulfate synt 


20 


3720 


AGGCGCTTAGA 


2,00 


0,28 


Hs.276 


ESTs 


3721 


GGGATGGAAGG 


2,00 


0.28 


Hs.272972 


hypothetical protein FLJ20185 




3722 


TCAAGGCCCCC 


2,00 


0.28 


Hs.193065 


hypothetical protein DKFZp547M136 
similar to widely- 


25 


3723 


AGACGCACTCT 


2,00 


0,28 


Hs. 139929 


ESTs 


3724 


CTGAACTGTGA 


2,00 


0,28 


Hs.121031 


ESTs 




3725 


TCTGTAAAAAA 


1,00 


0,14 


Hs 94842 


ESTs 




3726 


AAGTCATCTAT 


1,00 


0.14 


Hs.8769 


Homo sapiens mRNA; cDNA 


30 












DKFZp564E153 (from clone DKF 


3727 


IAI 1 1 IGAAIA 


1,00 


0.14 


Hs.8146 


translocation protein 1 




3728 


GGATCAAGTCC 


1,00 


0.14 


Hs.77602 


damage-specific DNA binding protein 2 
(48kD) 




3729 


AAACTATGCAC 


1,00 


0,14 


Hs.76930 


synuclein, alpha (non A4 component of 
amyloid precur 


35 


3730 


AAGTCCTGCAC 


1,00 


0.14 


Hs.75871 


protein kinase C binding protein 1 




3731 


ACGGTCCAGGA 


1,00 


0.14 


Hs.72924 


cytidine deaminase 




3732 


TTTTAAAAAAA 


1,00 


0.14 


Hs.72865 


ESTs 


40 


3733 


GGACACTCCTT 


1,00 


0.14 


Hs.69360 


kinesin-like 6 (mitotic centromere- 
associated kinesi 




3734 


GATTGCGGATA 


1.00 


0.14 


Hs.61472 


ESTs, Weakly similar to unknown 
[S.cerevisiae] 


45 


3735 


GTGTTGGGGTG 


1,00 


0,14 


Hs.52763 


anaphase-promoting complex subunit 7 




3736 


TTGCTAAAGGC 


1,00 


0.14 


Hs.5216 


HSPC028 protein 




3737 


TATACAGATTG 


1,00 


0.14 


Hs.4996 


DKFZP564D166 protein 




3738 


CTGCAGAAAAA 


1,00 


0.14 


Hs.4310 


eukaryotic translation initiation factor 1A 


50 


3739 


CAGTGTATTCG 


1,00 


0.14 


Hs.42733 


CHMP1.5 protein 




3740 


CAGGGCTCACC 


1,00 


0,14 


Hs.4041 1 


ESTs 




3741 


GTGGGTCAGCT 


1,00 


0,14 


Hs. 38592 


ESTs 




3742 


TAATGAATGAG 


1,00 


0,14 


Hs.3164 


nucleobindin 2 


55 


3743 


AATTACTTCCT 


1,00 


0,14 


Hs.285449 


ESTs 




3744 


G AGG GGTTTGC 


1,00 


0,14 


Hs.285112 


ESTs 




3745 


CCCTCCATTTG 


1,00 


0,14 


Hs.279891 


truncated calcium binding protein 




3746 


CCCTTCAAAAA 


1,00 


0,14 


Hs.272897 


Tubulin, alpha, brain-specific 


60 


3747 


CTGGTTTAAAT 


1,00 


0,14 


Hs.267690 


KIAA1228 protein 




3748 


1 1 IGI 1 1 IAAG 


1,00 


0,14 


Hs.25732 


eukaryotic translation initiation factor 4 
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namma 3 


s 


3749 


GACAATGTATG 


1 00 


0,14 


Hs 23767 


v^uaiiniw MUwicuuvjc uinainy protein 
protein), gamm 




3750 


CCACTGCCCTT 


1 oo 

■ , WW 


0,14 


Hs 1 99695 

■ IW. 1 WWWWW 


hvnnthPtiral nrntein 




3751 


ATCCTCTGCGT 


1,00 


0,14 


Hs 184402 


Pijlfil im/rQlmr\^l llin Wan^nWanf r\ assist in 

waiwiuiii/w43iif luuuiin-uepcnQcni protein 
kinase 1 


10 


3752 


GGAAATTGTCT 


1,00 


0,14 


Hs.181112 


HSPC126 Drotein 




3753 


CATTCACCATA 


1,00 


0,14 


Hs. 16552 


Homo saDiens clone TCRA007^fi mRKiA 
sequence 




3754 


TTCAACAGGAA 


1,00 


0.14 


Hs.158195 


heat shock transcription factor 2 




3755 


ACTTCTGGAAC 


1,00 


0,14 


Hs.1 55623 


KIAA0171 gene product ~" 


15 


3756 


GAAAATGCATC 


1,00 


0,14 


Hs.154919 


KIAA0625 protein 




3757 


TGAATAAAATG 


1,00 


0,14 


Hs. 154057 


matrix metallcproteinase 19 




3758 


GAGAAACTAGA 


1,00 


0,14 


Hs.1 39120 


ribonuclease P (30kD) 


20 


3759 


GAGTGCAGGAC 


1,00 

• 1 w w 


0,14 


Hs. 129836 


KIAA1028 Drotein 

1 % 1/ W * 1 W&»W prl WtWll 1 




3760 


GATTGGACTTG 


100 

I f W W 


0,14 


Hs 129228 


aalactokinase 2 




3761 


TGCCCTGAGAG 


1,00 


0 14 


Hs 11127 

1 1 w* 1 1 l&f 


PFT112 /wpact hnmnlnn\-lib*o 




3762 


CirilCIAlGI 


1,00 


0,14 


Hs.10711 


ESTs 


25 


3763 


TGAAGTGTATA 


1 00 

1 | w w 


0 14 

V, 1 "V 


Hs 100293 


w'-unKwU i>5*aweiyigiucosarnine (ijiCNAC) 

LlolldlCladC \\J 




3764 


AGACCAAAGTG 


10,00 


0,63 


Hs.82646 


heat shock 40kD protein 1 




^7fi^ 


nMAU 1 wO/AwwM 


^ no 


0 47 


Me 4A4S\KA 


nypoineiicai protein rLJ^uiby 


:»o 


^7fifi 
*J / wo 


1 I ^wHw 1 w 1 In 


4 on 


0 4? 


Wc 1Q4110 
no. 1 %w I i v 


noino sapiens mrtWM, cuinlm 

nKP7n4^P0R1<d ^frnm rlnna Hktf 




3767 


AGCTTGCGCTC 


4,00 


0,42 


Hs. 161 554 


hypothetical protein FLJ20159 


US 


3768 

w / W 


TTAAACTCTAA 


3 00 


0 36 

W , WW 


Hs 226213 


aloha-demethvtase 


3769 


CCACCTTTCCC 


3,00 


0,36 


Hs.1 9597 


ESTs 




3770 

W I f w 


TAATAAAGGTG 


76 00 


1 16 


Hs 151604 

1 lw. IV 1 Ww°? 


IlklUwwIllCil (^IwlClil OO 




3771 


GTGGGTTGGCT 

w 1 w\J w 1 1 www 1 


7 00 

1 |WW 


0 S4 

V, J*< 


no. i 9j a tj& 


diucnyuc uciiyut ogcnasc rniiocrion- 
drial 


40 




rA^TTAPAAA^ 
UMy 1 1 MwMMMUa 


a no 


0 40 


ns./ / Duo 


^luiamate aenyarogenase i 




^77^ 


Ml O 1 vjaMOMO 1 


so no 


1 A7 


ns. 1 1 1 / / y 


secreted protein, acidic, cysteine-rich 
(osteonectin 




'MIA 


1 O 1 r\ 1 wwww 1 w 


5 00 


0 01 


Me 

ri5.00**D57 


nuciear Tacior (eryinroia-oerivea 2)~like 1 


45 


3775 


TATGAATGCTG 


7 00 


0 97 


Mc filftOO 


cnonaroiiin suuaie proteoglycan ^ (versi- 
can) 




3776 


ATATGAATGTG 


2 00 

1 WW 


0 27 


Hs 7862 

lw • 1 WW^» 


ivDothetical nrofein Fl 190^15 


50 


3777 


CACTTCCTCCT 

■ • ■ ^^^^ ■ ^^^^ ■ 


2 00 


0,27 


Hs 6375 

• I w • w w f w 


uncharacteri?ed hvnothalamiiQ nrnfoin 

ui iwi iai awiwi i&«y i ty pvu latoi 1 IU3 L/Iwlwlil 

HT010 




3778 


TTGTTATATTG 


2,00 


0,27 


Hs.5862 


hypothetical protein 




3779 


GATGTCTTGTT 


2,00 


0 27 


Hs.5637 


ESTs 




3780 


GAGGAGGAGGT 


2,00 


0,27 


Hs 29956 


(IAA0460 Drotein 


55 


3781 


GAGCCAACAAT 


2,00 


0.27 


Hs.283680 


hypothetical protein 




3782 


TGAGATTTCTT 


2,00 


0,27 


Hs.279061 


CGI-150 protein 




3783 


GAGCTGCATCA 


2,00 


0,27 


Hs.1 12722 


step II splicing factor SLU7 




3784 


GTGCTCTGTAC 


5,00 


0,47 


Hs.1 77556 


melanoma antigen, family 0, 1 


ft) 


3785 


TTCTTGTGGCG 


45,00 


0,99 


Hs.1 82740 


ribosomal protein S11 




3786 


GTGATGTACGG 


3,00 


0,36 


Hs.6639 


Homo sapiens cDNA FLJ20818 fis, clone 
ADSE00627 



6> 
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AAAGCATTTTC 
CGGCTGCCCAC 



Hs B406 IMQ25 protein 



Hs.63236 |synuclein, gamma (breast cancer- 
specific protein 1 ) 



TTGCCCAGCAC 



Hs. 12068 carnitine acety ltransferase 
•<s?39 54 Icerebral cell a dhesion molecule 



TGCTGAATCAG 



8.00I 0,57 



Hs.2853 



f ATTATCCAGGG 

3797 TACCAAC3AIUV-/ 

3798 GGCCGCGTTCG 
3799ATCCTCt;uiAi 

3800 GCAGCTCAAAG 

3801 CTCAAGCGGCT 
3802 GTCCGGAmil 
3803AGCCACQ;ai;au 

3804 AGCCAATT AAA 

3805 GTGTAGTTGAG 

3806 ACCCCAGCAAC 

3807GCGATlAAj_IA 

3808 TCAAATGCAAA 

3809 GGCAGAGACCU 

3810 CTTCAAAAAAA 

3811 CCGACGTCKX 

3812 CTGTGTTTGTT 

381 3 GGAGCTTAGAA 

3814 GAAGATCCAGt; 

3815 AGGAAAAAAAC 

3816 AACCAAAGGAA 

3817 GAGCCAAGTQaA 

3818 TCAAATCTTT<j 

3819 GCTTCCAGCTT 
382blAAGGACACATC 

3821 AGTAGT A 1 GAA 

3822 TTCTCT I ICAA 

3823CTGTTGAIIIA 

3824 CCTGGAACCCC 

3825 GCTGGAGAG 1 1 
hs?fi TTTTAGACAGC 



9M 

36,00 
2,00 



TooT 



Toof 



TobT 



Hs.91146 
Hs.7416 
Hs.265124' 
Hs.236506 

Hs.182225 
Hs.3059 
HS.5174 
Hs.865 



Hs.74561 
Hs.6364 
Hs.63304 
Hs.245474] 

Hs.207625l 
'Hs.171811 
Hs. 164036 

Hs.149436 
Hs.1 168751 
iHs.9877 
iHs.9667 

lHs.94943 
i Hs.9460 
Hs.9194 

Hs.81875 
iHs.79306 
[Hs.78524 
} Hs.76536 
,Hs75344 

Hs.7407 
lHs.6217 



0,14 
0,14 



poiy<rC )-bindinq protein 
|nKF2P586E0820 protein 
KIAA0397 ge ne product 

iESTs 

EST, Moderately similar to 
At U7 HUMAN ALU SUBFAMILY 

I RSI A binding motif protein 3 

[ roatomer protein c omplex, subunit beta 

ribosomal protein S17 

iRAP1 A, member of RAS oncogene 

I famil. 

lal pha-2-macroglobulin 

IHIV-1 Tat interactive protein . 60 kOa 
■rntein phosphatase methylesterase-1 
IESTs, Moderately similar to 
Al 1)5 HUMAN ALU SUBFAMILY 

EST 

[ad enylate kinase 2 

Homo sapiens cDNA FLJZOZbJ fis, clone 

lcOLF7804. high 

fcinesin family member 5B_ 
feiAA0156 gene product 

h ypothetical protein 

butyrobetaine (gamma), 2-oxoglutarate 
Idioxygenase '~ 
Isfs 

ESTs 

putative glialblastoma cell differentiation 

related — r-rz 

irowth factor rec »p>"r-b°""d protein 10 
l eukaryotic translation initiation factor 4E 
TcD37 homoto 
transducin (beta)-like 1 
|ribosomal protein S4. X-linked 

kiaai 065 protein 

ESTs Weakly similar to ALU2_HUMAN 
[ALU SUBFAMILY SB 
fibroblast growth factor 2 (basic 
Homo sapiens mRNA; cDNA 
|PKFZp434N0317 (from clone DK 
p^yosaminidase B <,beta polypeptide 
CTD (carboxy-terminal domina, RNA 

pol ymerase II, pol 

Th7344T 1DKFZP564K1 964 Protein 
ilHs.31720 Ihepnaesxin 



lHs.56066 
Hs.5354 

iHs.51043 
JHs.4076 
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3827 


TGTTGGTAAGT 


1,0C 


I 0,14 


Hs.283779 


hypothetical protein DKFZp434J1015 


3828 


ATAGCCTCTTA 


1,00 


» 0,14 


Hs.279799 


putative zinc finger protein NY-REN-34 
antigen 


3829 


TTGGGATGGGA 


1,00 


0,14 


Hs.278568 


H factor (complement)-like 1 


3830 


AGGTCAGGGGA 


1,00 


0,14 


Hs.277328 


EST, Moderately similar to 
ALU2_HUMAN ALU SUBFAMILY 


3831 


TTGGCTGGGCT 


1,00 


0,14 


Hs.274511 


Homo sapiens mRNA; cDNA 
DKFZp586E12l (from clone DKF 


3832 


TGGGGAGCTCG 


1.00 


0.14 


Hs.26333 


JM1 protein 


3833 


ICAI I I I I I IG 


1,00 


0,14 


Hs.261643 


ESTs 


3834 


GGGGGGGGGTT 


1,00 


0,14 


Hs.251664 


insulin-like growth factor 2 (somatomedin 
A) 


3835 


CAT ! M IAIAI 


1,00 


0,14 


Hs.236030 


SWI/SNF related, matrix associated, 
actin dependent 


3836 


GCTCACTGTAG 


1,00 


0,14 


Hs.235183 


EST 


3837 


TTAAACCCACC 


1,00 


0.14 


Hs.226799 


HSPC039 protein 


3838 


TTCCCAAGGCC 


1,00 


0.14 


Hs. 197366 


smoothened (Drosophila) homolog 


3839 


AGGCTTTAGCT 


1,00 


0,14 


Hs. 193082 


ESTs 


3840 


GTAGCGCACAC 


A 

1,00 


0,14 


Hs. 18759 


KIAA0539 gene product 


3841 


GCGACAGTAAT 


1.00 


0,14 


Hs. 170853 


ESTs 


3842 


AAGlGICil I 1 1 


1,00 


0,14 


Hs. 169387 


KIAA0036 gene product 


3843 


CCAGTAGAAGG 


1.00 


0,14 


Hs. 165986 


testin 


3844 


TTTATTGCACA 


1,00 


0,14 


Hs. 155829 


KIAA0676 protein 


3845 


GAGATTGAGGC 


1,00 


0.14 


Hs. 152372 


ESTs 


3846 


GAGCACTTCCT 


1,00 


0.14 


Hs.15144 


hypothetical protein DKFZp564O043 


3847 


CCCACCGGTGC 


1.00 


0.14 


Hs. 134901 


ESTs 


3848 


CAGGAGCCCCT 


1,00 


0.14 


Hs.12785 


KIAA0939 protein 


3849 


TAGCAATTGCA 


1,00 


0.14 


Hs. 126557 


ESTs 


3850 


GATGCAGCAGC 


1,00 


0.14 


Hs. 11 7582 


CGI-43 protein 


3851 


TIGGCCI 1 1 IA 


1,00 


0.14 


Hs. 10554 


ESTs, Weakly similar to unknown 
[D.melanogaster] 


3852 


GGGTCTGCTGT 


1.00 


0,14 


Hs. 105280 


ESTs, Weakly similar to dJ963K23.2 
[H. sapiens] 


3853 


TTGTTCTGCTA 


7,00 


0,54 


Hs.237225 


ribosomal protein S5 pseudogene 1 


3854 


TTGGTCCTCTG 


241,00 


1.46 


Hs. 108124 


ribosomal protein L41 


3855 


AGGATGTGGGC 


9,00 


0.59 


Hs. 139648 


KIAA0706 gene product 


3856 


CCCTTAGCTTT 


11,00 


0.64 


Hs.233936 


myosin, light polypeptide, regulatory, 
non-sarcomeri 


3857 


TTTCAGTGGGT 


3,00 


0.36 


Hs.31218 


secretorycarrier membrane protein 1 


3858 


GCCCAGCCCTG 


3,00 


0,36 


Hs. 180903 


hypothetical protein 


3859 


GTTTGGAGCTG 


3,00 


0.36 


Hs. 180533 


mitogen-activated protein kinase kinase 
3 


3860 


AACTAAAAAAA 


47,00 


0.97 


Hs.55921 


glutamyl-prolyl-tRNA synthetase 


3861 


GACACCTCCTG 


7,00 


0.54 


Hs.6455 


RuvB (E coli homolog )-like 2 


3862 


CCTCCCTGATG 


5,00 


0.46 


Hs. 16701 3 


dynamin 2 


3863 


AGGAATGGTAG 


2.00 


0,27 


ns.7911 


KIAA0323 protein 


3864 


TGGTCCAGCGC 


2.00 


0,27 


Hs.75627 


CD14 antigen 


3865 


TGACTTATTAA 


2,00 


0,27 


Hs.74649 


cytochrome c oxidase subunit Vic 


3866 


TGTGTGTGACA 


2,00 


0.27 


Hs.55148 


ESTs 


3867 


CCAAAGAGTAT | 2,00 


0,27 


Hs.41007 


HSPC158 protein 
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3868 


TTTCTTAATGT 


2,00 


0,27 


Hs.233650 


ESTs, Weakly similar to H beta 58 ho- 
molog [H.sapiens 


3869 


TAAAACAAGAA 


2,00 


0,27 


Hs.1369 


decay accelerating factor for complement 
(CD55, Crom 


3870 


GACAAAAAAAA 


20,00 


0.77 


Hs.2953 


ribosomal protein S15a 


3871 


AGGTCAAGAGA 


5,00 


0,46 


Hs. 268488 


KIAA1185 protein 


3872 


TCAATAAAGAA 


8,00 


0,56 


Hs.79322 


glutaminyl-tRNA synthetase 


3873 


TGCTGGTGTGG 


3.00 


0,36 


Hs. 84883 


KIAA0864 protein 


3874 


CCAATTTACAA 


3.00 


0,36 


HS.274472 


high-mobility group (nonhistone chromo- 
somal) protein 


3875 


CTGTAGAAATG 


3,00 


0,36 


Hs. 2 15595 


guanine nucleotide binding protein (G 
protein), beta 


3876 


AATGAATAAAA 


3,00 


0,36 


Hs.1 18797 


ubiquitin-conjugating enzyme E2D 3 
(homologous to ye 


3877 


GCGAGTCTCCG 


3,00 


0,36 


Hs.10632 


hypothetical protein DKFZp762M136 


3878 


GGGAAGTCACC 


4.00 


0,42 


HS.264428 


tissue specific transplantation antigen 
P35B 


3879 


GTGGCACCTGC 


4.00 


0,42 


Hs.1244 


CD9 antigen (p24) 


3880 


CTGACTTGTGT 


9,00 


0,59 


Hs.77961 


major histocompatibility complex, class I, 
B 


3881 


AGGCTACGGAA 


135.00 


1,21 


Hs.119122 


ribosomal protein L13a 


3882 


AAGAGGTTTGC 


6,00 


0,50 


Hs.74368 


transmembrane protein (63kD), endo- 
plasmic reticulum/ 


3883 


TGGCTAGTGTT 


11,00 


0,63 


Hs. 118065 


proteasome (prosome, macropain) sub- 
unit, beta type, 


3884 


TTTTGTTTTGT 


2,00 


0,27 


Hs.95583 


transmembrane 4 superfamily member 
(tetraspan NET-7) 


3885 


GGGTAATGTGA 


2,00 


0,27 


Hs.76907 


HSPC002 protein 


3886 


ATCCGGACCCT 


2,00 


0,27 


Hs.76556 


growth arrest and DNA-damage- 
inducible 34 


3887 


TGCCTGGAACT 


2,00 


0,27 


Hs.6820 


ESTs, Weakly similar to putative 
[C.elegans] 


3888 


GGCTGCAGTCT 


2,00 


0,27 


Hs.48320 


DKF2P566B1346 protein 


3889 


CTCTGATAACT 


2.00 


0,27 


Hs.25846 


zinc metalloproteinase, STE24 (yeast, 
homolog) 


3890 


GTGTCTCCCGC 


2,00 


0,27 


Hs.219614 


f-box and leucine-rich repeat protein 1 1 


3891 


GCGAACCCCCC 


2.00 


0,27 


Hs.211862 


EST 


3892 


1 1 I I ICI IAAA 


2,00 


0,27 


Hs. 197955 


KIAA0704 protein 


3893 


AAGAATCAAAA 


2,00 


0,27 


Hs.1 83435 


NADH dehydrogenase (ubiquinone) 1 
beta subcomplex, 1 


3894 


GTGCTGATTCT 


2.00 


0,27 


Hs.1640 


collagen, type VII, alpha 1 (epidermolysis 
bullosa, 


3895 


AACCAATCTGG 


2,00 


0,27 


Hs.1 54654 


cytochrome P450, subfamily I (dioxin- 
inducible). pol 


3896 


AGGGAAAAAAA 


5,00 


0,46 


Hs.215595 


guanine nucleotide binding protein (G 
protein), beta 


3897 


AATTTGCAACA 


6,00 


0,50 


Hs.75258 


H2A histone family, member Y 


3898 


TCAAATGTCAG 


3.00 


0,36 


Hs.89474 


ADP-ribosylation factor 6 


3899 


Al 1 1 IGIGCAA 


3,00 


0,36 


Hs.8750 


uncharacterized bone marrow protein 
BM045 


3900 


TTCTTGTTTTG 


8,00 


0,56 


Hs.74621 


prion protein (p27-30) (Creutzfeld-Jakob 



113 



10100127A1 I > 



DE 101 00 127 A 1 



















3901 


GCCACTACCCC 


4,00 


0,42 


Hs.71475 


hypothetical protein 


5 


3902 


GAGCAAACGGA 


4 00 


0 42 


Hs 108847 

1 19. 1 wWw^ / 


i iuhiv oopici lo wl 11 \Jl 1 lUwUITIC ! v7, wOSmiQ 

R26445 




3903 


TCATACAGTTT 


1 00 

• (WW 


0 14 

w , ■ ~r 


Hs.94986 


ribonuclease P (38kD) 




3904 


GAGGGAAAAAG 


1,00 


0,14 


Hs.9082 


nucleoporin p54 


10 


3905 


CTGATGAATTC 


1,00 


0,14 


Hs 86386 


Illjfdw^U 11 ICUiXCI 1 HQ OCUUCIIUC 1 

(BCL2-related) 




3906 


AAGCGCTACCT 


1,00 


0,14 


Hs 83848 

I iw»www^rw 


trioseDhosDhate isnmpra^p 1 




3907 


GAAGGCT7TAT 


1.00 


0,14 


Hs.8182 


KIAA0796 protein 


15 


3908 


ACTTGATTCAA 


1 ( 00 


0,14 


Hs.80905 


Ras association (RaIGDS/AF-6) domain 
family 2 




3909 


CATTGTAATTC 


1,00 


0,14 


Hs 80338 


KIAA0164 aene oroduct 




3910 


AH 1 11 G 1 AACC 


1 00 


0 14 


Hs 79362 


retinoblastoma-like 2 ^D130^ 


20 


3911 


CATTCTCCTAG 


1,00 


0,14 


Hs 79008 


SKI-INTERACTIfSIG PROTEIN 


3912 

WW 1 & 


TCCTGCTCATT 


1,00 


0,14 


Hs.7844 


aolai autoantiodn oolain suhfamilv h 
macrogolgin ( 




3913 


TGGCCI 1 1 I l"G 


1,00 


0,14 


Hs 75761 

1 IMi 1 W f W ( 


SFRS orotein kinase 1 




3914 


1 1 1 IACAICII 


1,00 


0,14 


Hs.73999 


thyroid hormone receptor interactor 10 


25 






4 nn 


n ia 


We 7^14 


fSl^vSUD I 4 ? piOlcin 




3916 


C AGG GAATGCC 


1,00 


0,14 


Hs. 58598 


KIAA1266 protein 




3917 


GUAGAwwAo 1 w 


l,UU 


n 4 a 


nS.4o44o 


lymphoblastic leukemia derived se- 


M) 












quence 1 


oyio 


1 1 UAw 1 MA 1 1 O 


4 on 
1 ,uu 


f\ A A 




nomo sapiens rnrviMM, cuima 

nKF7n434nn?P7 ^frnm rlnn^ OK 






P T ATTP P AMI 

v 1 A 1 1 ww /A f 1 1 


1 on 


n 14 




inHihit/tr ftf Ef9nns linhf nnlunAnliHA nana 

enhancer i 

Vl 11101 1 WW I 1 


35 


3920 


TTTGTATGGGA 


1,00 


0,14 


HS.431 


murine leukemia viral (bmi-1) oncogene 
homolno 






nlo 1 oOO I w I r\ 


1 nn 


n 14 




CO 1 b 




3922 


GAAACTAGATC 


1.00 


0,14 


Hs.37883 


ESTs 


40 




1 Ibl AALb 1 o 1 




n 14 


ns.oDiu 


fMAAuzuD gene proouct 




3924 


C 7 ATowAI OAC? 


*i nn 


n 14 


riS.oUO/U 


nepaioceiiuiar carcjnoma-associaieo 

onfinon Aft 




3925 


TTTGAGTTCTG 


1,00 


0,14 


Hs.29494 


PR01912 protein 


45 




PTAPTCiPAGTC 

w 1 r\v 1 VwHw 1 w 


1 00 

1 | WW 


0 14 


Hs 281680 

1 Iw.&U 1 Www 


pCI VAIOUI 1 1C9I 11 fill Iw o> wiiwyi 1 cuuud 

se* Dutativs sh 




3927 


CTCCTCAGGGC 


1 00 

i i w w 


0.14 

W| ' ' 


Hs.28088 


SGC32445 protein 




3928 


GACTCTGGCCC 


1,00 


0,14 


Hs.274307 


KIAA1442 protein 


50 


OwX? 


l r\r\ \ OwunO 1 w 


1 on 


0 14 


?64?30 


Kl-srv/lcnhinnncinP amiHnhvHrnlaQo Hariri 

ceramidaseH 






PPTPTP ATPTP 
ww 1 w 1 On 1 w 1 w 


^ nn 


n 14 

U, I** 




CO 1 




3931 


ATTAGCAGAGT 


1,00 


0,14 


Hs. 249982 


cathepsin B 


55 


3932 


GTGGTACATAC 


a nn 
1 ,UU 


U,14 




to i s t weaKiy similar io ALUi_nuiviAiM 
ALU SUBFAMILY J S 




3933 


CCCATCAATAA 


1,00 


0,14 


Hs.220689 


Ras-GTPase-activating protein SH3- 
domain-binding pro 


r>n 


3934 


CTATCAGTCTC 


1,00 


0.14 


Hs.211601 


mitogen-activated protein kinase kinase 
kinase 12 




3935 


TGTTCCAAGGC 


1,00 


0,14 


Hs.211569 


G protein-coupled receptor kinase 5 
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3936 


ATTAATGAATC 


1,00 


0.14 


Hs.18259 


putative ATP(GTP)-binding protein 




3937 


AGAGGTTGATG 


1,00 


0,14 


Hs. 181 244 


major histocompatibility complex, class I. 
A 




3938 


TCAACATCTAG 


1,00 


0,14 


HS.171734 


protein phosphatase 2, regulatory sub- 
unit B (B56). g 


5 


3939 


AAACTAGTTGC 


1,00 


0.14 


Hs.16533 


myosin phosphatase, target subunit 1 




3940 


CCAGCTCCTTG 


1,00 


0.14 


Hs. 16520 


hypothetical protein DKFZp762L0311 


10 


3941 


ATTCTCTCAGG 


1,00 


0.14 


Hs.161554 


hypothetical protein FLJ20159 


3942 


AGAACAGACCA 


1,00 


0.14 


Hs.1 53961 


ARP1 (actin-related protein 1 , yeast) 
homolog A (cen 




3943 


TAGTCTGGAGT 


1,00 


0.14 


Hs.1 52981 


CDP-diacylglycerol synthase (phosphati- 
date cytidylyl 


15 


3944 


TGAAAGTCCTG 


1,00 


0.14 


Hs. 152707 


glioblastoma amplified sequence 




3945 


CTACTGAAAAA 


1,00 


0.14 


Hs.1 5248 


ESTs 




3946 


AATGTTTGTGA 


1,00 


0,14 


Hs.1 35835 


ESTs 




3947 


TTTGATTCTGT 


1,00 


0,14 


Hs.1 2245 


ESTs 


20 


3948 


TCTCTAAGCCA 


1,00 


0,14 


Hs.1 1899 


3-hydroxy-3-methylglutaryl-Coenzyme A 
reductase 




3949 


GGAGCTTGAGG 


1,00 


0,14 


Hs.1 1689 


Notch (Drosophila) homolog 4 




3950 


TGAGTGAATTC 


1,00 


0.14 


Hs.10119 


Homo sapiens mRNA; cDNA 
DKFZp58602124 (from clone DK 


25 


3951 


TGCTAATTGTA 


4,00 


0.41 


Hs.71968 


Homo sapiens mRNA; cDNA 
DKF2p564F053 (from clone DKF 


30 


3952 


TCCAGCCCCTG 


5.00 


0,46 


Hs.24956 


ESTs. Weakly similar to AF1 18023_1 
SH3 domain-bindin 


3953 


TATTTATTCCT 


5.00 


0,46 


Hs.239934 


CGI-96 protein 




3954 


GAGAAGACTTC 


2.00 


0,27 


Hs.86978 


prolyl endopeptidase 




3955 


AGTAAACCATC 


2,00 


0.27 


Hs.80285 


Homo sapiens mRNA; cDNA 
DKFZp586C1723 (from clone DK 


35 


3956 


TCTTTGCAAAG 


2.00 


0,27 


Hs.42458 


Homo sapiens mRNA; cDNA 
DKFZp586C1817 (from clone DK 




3957 


ACACTTCTTGG 


2.00 


0,27 


Hs.41066 


ESTs, Moderately similar to EFGM RAT 
ELONGATION FACT 


40 


3958 


AAAACAAAAAA 


2.00 


0,27 


Hs.10315 


solute carrier family 7 (cationic amino 
acid transpo 




3959 


CATCTTCACCA 


19.00 


0,75 


Hs.1 13029 


ribosomal protein S25 


45 


3960 


AGGCTGGATGC 


4,00 


0,41 


Hs.5898 


KIAA0668 protein 




3961 


TTGGCCAGGGT 


4,00 


0,41 


Hs.209396 


ESTs, Weakly similar to plakophilin 2b 
[H. sapiens] 




3962 


ATAGACGCAAT 


11.00 


0.63 


Hs.6353 


MORF-related gene 15 


50 


3963 


TATCACTCTGT 


5.00 


0,46 


Hs.278362 


male-enhanced antigen 




3964 


CAAGAGGCAAA 


7.00 


0,53 


Hs.5734 


KIAA0679 protein 




3965 


ATGTACTCTGG 


8.00 


0,56 


Hs.75432 


IMP (inosine monophosphate) dehydro- 
genase 2 


55 


3966 


GTGGTGCGCGC 


3.00 


0,35 


Hs.252075 


Homo sapiens mRNA; cDNA 
DKFZp434D179 (from clone DKF 




3967 


TCCTGCCCCAT 


22.00 


0,78 


Hs.171814 


parathymosin 




3968 


TTGTTATTGCC 


4.00 


0,41 


Hs.78637 


annexin A7 


to) 


3969 


GGGCCCCCTGG 


2.00 


0,27 


Hs.81994 


glycophorin C (Gerbich blood group) 




3970 


TTATGTTTAAT 


2.00 


0,27 


Hs.79914 


lumican 
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3971 


AGTAGGAGGGA 


2.0C 


0,27 


Hs.274422 


! hypothetical protein FLJ20550 




3972 


TTGTATCAGAA 


2.0C 


I 0,27 


Hs.250723 


I FK506 binding protein 12-rapamycin 
associated protei 


3973 


GTGCAGTCCTC 


2.0C 


0,27 


Hs. 19223 


ESTs, Weakly similar to R26660 1 , 
partial CDS [H.sap 




3974 


1 1 1 IGCIACAG 


2,00 


0,27 


Hs. 171 545 


HIV-1 Rev binding protein 


10 


3975 


IGAAACI 1 1 IC 


2,00 


0,27 


Hs. 107528 


androgen induced protein 


3976 


CTGGCCGCAAG 


5,00 


0,46 


Hs.74649 


cytochrome c oxidase subunit Vic 




3977 


GACTCTCTCAG 


3.00 


0,35 


Hs. 178576 


similar to Bos taurus P14 protein 




3978 


AGCTGGGTTGG 


3,00 


0,35 


Hs.131731 


hypothetical protein FLJ1 1 099 


15 


3979 


TCTTCTAAAAA 


3,00 


0,35 


Hs.108112 


histone fold protein CHRAC17; DNA 
polymerase epsilon 




3980 


GTGGGGTCTCT 


1,00 


1,26 


Hs.99672 


ESTs, Weakly similar to predicted using 
Genefinder [ 


20 


3981 


AATTTGAAAAA 


1,00 


1,26 


HS.99664 


ESTs, Highly similar to CMP-N- 
acetylneuraminic acid 




3982 


AGTGCATTGTA 


1.00 


.1,26 


Hs.99597 


ESTs 


25 


3983 


CACTGTAGTCC 


1.00 


1,26 


Hs.98952 


Human DNA sequence from clone RP1- 
39G22 on chromosom 




3984 


GGTAGGCAGGG 


1.00 


1,26 


Hs.97439 


ESTs 




3985 


GTTAAATGACT 


1.00 


1,26 


Hs.97258 


ESTs 




3986 


IAACI 11 11 IC 


1.00 


1,26 


Hs.9667 


butyrobetaine (gamma), 2-oxoglutarate 
dioxygenase (g 


30 


3987 


CCAGTGACACT 


1,00 


1,26 


Hs.96023 


CD19 antigen 




3988 


CAGATGCATCA 


1.00 


1,26 


Hs. 94695 


ESTs, Moderately similar to AF238978 1 
plFI27-like p 




3989 


GGATGTCCTAT 


1.00 


1,26 


Hs.94479 


transmembrane protein 1 


35 


3990 


TTGGGCAGGAA 


1,00 


1.26 


Hs.92254 


hypothetical protein FLJ20163 




3991 


TGGCAAAATGA 


1.00 


1,26 


Hs.91728 


polymyositis/scleroderma autoantigen 1 
(75kD) 




3992 


Tl 1 IAACI 1 IG 


1.00 


1.26 


Hs.90753 


Tat-interacting protein (30kD) 


40 


3993 


TGTGAATATGC 


1.00 


1.26 


Hs.89679 


interleukin 2 




3994 


TGCAAGGCTTT 


1.00 


1,26 


Hs. 89418 


prostaglandin F receptor (FP) 


45 


3995 


TGGGAGCTCAG 


1,00 


1,26 


Hs.88411 


DNA segment on chromosome 6 
(unique) 49 expressed se 


3996 


ATAAAGTCTAT 


1,00 


1.26 


Hs.87745 


ESTs, Weakly similar to Unknown 
H. sapiens] 




3997 


GCCACTGAACC 


1,00 


1.26 


Hs.87125 


EH-domain containing 3 




3998 


TATATACACAT 


1,00 


1,26 


Hs.857 


retinol-binding protein 3 t interstitial 


50 


3999 


GTGTGCATCTT 


1,00 


1.26 


HS.85112 


insulin-like growth factor 1 (somatomedia 
C) 




4000 


GCACTCTATGT 


1,00 


1.26 


Hs.846 


interleukin 8 receptor, beta 




4001 


GGAAACCTTTT 


1,00 


1,26 


Hs.8373 


ESTs 


55 


4002 


ATGTTAACATC 


1,00 


1.26 


Hs.82719 


Homo sapiens mRNA; cDNA 
DKFZp586F1822 (from clone DK 




4003 


TGTTTAAAAAT 


1,00 


1.26 


Hs 82689 


tumor rejection antigen (gp96) 1 


«> 


4004 


CATATTCACAT 


1,00 


1.26 


Hs. 82582 


ntegrin, beta-like 1 (with EGF-like repeat 
domains) 




4005 


TGGAGACTTGC 


1,00 


1.26 


Hs.82283 


5-methyltetrahydrofolate-homocysteine 
methyltransfer 
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4006 


TACCTAATTAT 


1,00 


1,26 


Hs. 82223 


chordin-like 


4007 


CTTGTACCAGA 


1 00 

• (WW 


1,26 


Hs.82124 


aminin, beta 1 


4008 


TATAAGAAAAA 


1 00 

■ ,WW 


1,26 


Hs. 80306 


Homo sapiens mRNA, clone:RES4-4 


4009 


CTACTGTACCC 


1,00 


1,26 


Hs.80120 


UDP-N-acetyl-alpha-D- 
galactosamine:polypeptide N-ace 


*tU 1 v 


ATCT AC CTTG G 


1,00 


1,26 


Hs.79093 


EBNA-2 co-activator (100kD) 


4011 


GTGAAACTGTT 


1,00 


1,26 


Hs.79090 


exportin 1 (CRM1, yeast, homolog) 




GTAGAAAAAAG 


1,00 


1,26 


Hs.78890 


numb (Drosophita) homolog 


4013 


TTTGCACACAC 


1,00 


1,26 


Hs.78518 


natriuretic peptide receptor B/guanylate 
cyclase B ( 


4014 


ACAATCTGTAG 


1.00 


1,26 


Hs.77899 


tropomyosin 1 (alpha) 


4015 


GTGCTATTTTG 


1,00 


1,26 


Hs.77873 


Homo sapiens mRNA full length insert 
cDNA clone EURO 




PTGAACGCCAT 


1,00 


1 26 


Hs.77694 


KIAA0429 gene product 


4017 


GAGGTGATGGT 


1,00 


1,26 


Hs.76807 


major histocompatibility complex, class 
I, DR alpha 


A A1 Q 


cnr* ao Af5 A^i Afi 


1 00 

1 , w V 


1 26 


Hs 76716 

l iw • f W < 1 w 


sre-alpha (globulin) inhibitor, H3 poly- 
peptide 


AM Q 


TPrCTfiAAAAG 


1,00 


1,26 


Hs.76364 


allograft inflammatory factor 1 






1 00 


1 26 


Hs 75813 


polycystic kidney disease 1 (autosomal 
dominant) 


4091 


GGTGTCTCCAG 


1,00 


1,26 


Hs.75510 


annexin A1 1 


4022 


GTGGGTGCTTT 


1,00 


1,26 


Hs.75104 


RNA-binding protein S1 , serine-rich 
domain 


409^ 


fiARCCAGAGCG 


1,00 


1,26 


Hs.75080 


LIM and SH3 protein 1 






1,00 


1 26 


Hs.74649 


cytochrome c oxidase subunit Vic 


4025 


GTGACCCCAAA 


1,00 


1,26 


Hs.74649 


cytochrome c oxidase subunit Vic 


4026 




1 00 




Hs 7239 

1 IO , i ^ w w 


SEC24 (S. cerevisiae) related gene 
family, member B 


4027 


1 1 1 1 GAACAGC 


1.00 


1,26 


Hs.72249 


protease-activated receptor 3 


4<J<£lo 




1 no 


1,26 


Hs 7165 


zinc finger protein 259 


4029 


GTAAGCGCTGT 


1,00 


1,26 


Hs.70725 


gamma-aminobutyric acid (GABA) A 
receptor, pi 


4UOU 


MVJ 1 ■ wnv l www 


1,00 


1,26 


Hs.69606 


ESTs 






1 00 


1 26 


Hs.6853 


carbohydrate (N-acetylglucosamine 6-0) 
sulfotransfer 




TY^Af^PTTGGAA 


1,00 


1 26 


Hs.6820 


ESTs, Weakly similar to putative 
fC.elegans] 


4033 


TGTGGGAATAG 


1,00 


1.26 


Hs.6783 


ESTs 


40^4 


AAr.TCACAGTT 


1,00 


1.26 


Hs.66072 


ESTs 


40^^ 


TGCAACATAAA 


1,00 


1,26 


Hs.66020 


ESTs 


4036 


ACTTGAAAAAA 


1,00 


1,26 


Hs.64837 


cystinosis, nephropathic 


AC\17 


ri a p TCZ d T ft 


1 00 


1 26 


Hs 6434 


hvpothetical protein DKFZp761F2014 


Af\1Q 

4Uoo 




1 00 


1 26 


Hs.6351 


cleavage and polyadenylation specific 
factor 4, 30kD 


4039 


CAAACT 1 1 1 GG 


1,00 


1.26 


Hs.63348 


DKFZP586M121 protein 


4040 


AAAAGATCCAG 


1,00 


1.26 


Hs.6318 


peroxisomal short-chain alcohol dehy- 
drogenase 


4041 


ACATTCTACAA 


1,00 


1.26 


Hs.61957 


ESTs 


4042 


ATTTCTTGTTT 


1,00 


1.26 


Hs.61508 


Homo sapiens cDNA FLJ10991 fis, clone 



10100127A1 t > 



DE 101 00 127 A I 















PLACE 1002072 




4043 


CACAl I ICIU1 


1,OC 


1.26 


Hs.6136 


KIAA1391 protein 




4044 


TAATTGATCAT 


1,00 


1.26 


Hs.606 


ATPase, Cu++ transporting, alpha poly- 
peptide (Menkes 




4045 


GCACACTTGCA 


1,00 


1.26 


Hs.60440 


ESTs, Weakly similar to serin protease 
with IGF-bind 


10 


4046 


CGCTCTAGGCT 


1,00 


1.26 


Hs. 59970 


ESTs 


4047 


GAGGAGTGCAT 


1,00 


1.26 


Hs. 59395 


Homo sapiens clone IMAGE: 1 12574 
mRNA sequence 




4048 


TTCTTGGACTT 


1,00 


1.26 


Hs. 58882 


Microfibril-associated glycoprotein-2 


I c 
l> 


4049 


AGCCTGACCCC 


1,00 


1.26 


Hs.58611 


ESTs 


4050 


CAGAGTCCCTG 


1,00 


1.26 


Hs. 57922 


X-prolyl aminopeptidase (aminopepti- 
dase P) 2, membra 




4051 


CTTCCTCTTGC 


1,00 


1.26 


Hs.57836 


ESTs 


20 


4052 


TTGACGCTGTA 


1,00 


1.26 


Hs.57697 


hyaluronan synthase 1 


4053 


GTAATAAGTGT 


1,00 


1.26 


Hs.5476 


serine protease inhibitor, Kazal type, 5 




4054 


ATGGGCCCTAG 


1,00 


1.26 


Hs.5378 


spondin 1 , (f-spondin) extracellular ma- 
trix protein 


25 


4055 


CCCAATGGCCC 


1,00 


1,26 


Hs.5181 


Droliferation-assnr.iatpH ^Rkn 


4056 


ATAATGCCATT 


1,00 


1.26 


Hs.49927 


Homo sapiens mRNA; cDNA 

ist\r ^^t^j^en i / £\j {ntjrn 1 1 uric LJf\ 


;«) 


4057 


GCTTGACAAGT 


1,00 


1.26 


Hs. 49599 


Homo s aniens mRNA* rDMA 
DKFZp434G0827 (from clone DK 




4058 


GCTTAACCGCC 


1,00 


1,26 


Hs. 48962 


ESTs 




4059 


TATTTACTTTG 


1,00 


1,26 


Hs.48778 


Homo sapiens mRNA; cDNA 
DKFZp586O0221 (from clone DK 




4060 


ACCCAGGGGAG 


1,00 


1.26 


HS.46794 


ESTs 


:ts 


4061 


TAGAAAACTTC 


1,00 


1.26 


Hs.44649 


ESTs 




4062 


AGAGTGAAAAA 


1.00 


1.26 


Hs.44592 


beta-1,4 mannosyltransferase 




4063 


CCCTTTACTGC 


1,00 


1.26 


Hs.44441 


ESTs 


40 


4064 


CIGACCI II 1 A 


1,00 


1,26 


Hs 44296 


ESTs Hiahlv similar to dJ849£5fi 1 












[H. sapiens] 




4065 


TCATCTTTGCC 


1,00 


1.26 


Hs 43658 


DKFZP586L151 Drotein 




4066 


GGCCCATCCCT 


1.00 


1.26 


Hs.42853 


cAMP responsive element binding pro- 
ein-like 1 


45 


4067 


TGAAATACAAA 


1.00 


1.26 


Hs.42745 


ESTs 




4068 


AATCCTTACTC 


1.00 


1,26 


Hs.41735 


purinergic receptor P2X, iigand-gated ion 
channel, 1 


50 


4069 


CTGGGCCATTG 


1.00 


1,26 


Hs.4 


alcohol dehydrogenase 2 (class 1), beta 
polypeptide 




4070 


CTGTAATATTC 


1.00 


1.26 


Hs.38703 


ESTs 




4071 


CCACAGCCTAT 


1.00 


1.26 


Hs.36131 


collagen, type XIV, alpha 1 (undulin) 


55 


4072 


GGTGAGATTGT 


1.00 


1.26 


Hs.33983 


ESTs, Weakly similar to ALU6 HUMAN 
ALU SUBFAMILY SP 




4073 


GAATCTCTCCC 


1.00 


1.26 


Hs.32425 


ESTs 




4074 


ATGGACCAAAG 


1.00 


1.26 


Hs.32345 


ESTs 


GO 


4075 


AATCTTGTTAA 


1.00 


1.26 


Hs.32343 


ESTs 


4076 


GCCTCTTTTCT 


1.00 


1.26 


Hs. 31439 


serine protease inhibitor, Kunitz type, 2 




4077 


AATGGCCTTGA 


1.00 


1.26 


Hs.31431 


ESTs 




4078 


GGCATTGGTCA 


1.00 


1,26 


Hs.3128 


polymerase (RNA) II (DNA directed) 



6> 
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polypeptide H 


4079 


GTCTTGTAATC 


1,00 


1.26 


Hs.31016 


putative DNA binding protein 


4080 


TAGATAGCACA 


1,00 


1,26 


Hs.31016 


putative DNA binding protein 


4081 


TCTCAAAACAA 


1,00 


1,26 


Hs.30591 


ESTs 


4082 


AAGAACTCTGC 


1,00 


1,26 


Hs.30250 


v-maf musculoaponeurotic fibrosarcoma 
(avian) oncoge 


4083 


AGTAATTTAAA 


1,00 


1.26 


Hs.30172 


ESTs 


4084 


CATTCTTTCTT 


1,00 


1,26 


Hs.30035 


splicing factor, arginine/serine-rich 
(transformer 2 


4085 


GGCAGCAGGAC 


1,00 


1,26 


Hs.29759 


RNA POLYMERASE I AND TRAN- 
SCRIPT RELEASE FACTOR 


4086 


CTTGTTATTCA 


1,00 


1.26 


Hs.29664 


Human DNA sequence from clone 
682J15 on chromosome 6 


4087 


CACTCTGTTTG 


1,00 


1.26 


Hs.29499 


toll-like receptor 3 


4088 


TTCCCCCACCT 


1,00 


1,26 


Hs.286217 


KIAA0685 gene product 


4089 


CCTCAGCCTCT 


1,00 


1,26 


Hs.285657 


ESTs 


4090 


CI I 1 I I ICATT 


1,00 


1.26 


Hs.285122 


ESTs, Weakly similar to S53869 laminin 
beta-2 chain 


4091 


TCTCCCACCCC 


1,00 


1.26 


Hs.285042 


ESTs 


4092 


CACCTGTAAGC 


1,00 


1.26 


Hs.284664 


EST 


4093 


GCAGCGGGGAT 


1,00 


1.26 


Hs.284422 


ESTs 


4094 


GI1GI 1 1 1 IGG 


1.00 


1.26 


Hs.284394 


complement component 3 


4095 


CCAGCCTCTGT 


1,00 


1.26 


Hs.284171 


KIAA1 535 protein 


4096 


TGTGGGAGCCA 


1,00 


1,26 


Hs.284145 


chromosome 3 open reading frame 4 


4097 


CTTGTAGCCCT 


1,00 


1.26 


Hs.283607 


hypothetical protein PRO3077 


4098 


TTCCAGAAGCA 


1,00 


1.26 


Hs.283600 


ESTs 


4099 


CATCCACCTGG 


1,00 


1,26 


Hs.283527 


ESTs 


4100 


AAAAGAATACT 


1,00 


1.26 


Hs.282887 


ESTs 


4101 


TATATCTCTCT 


1,00 


1.26 


Hs.28273 


ESTs 


4102 


TTGGCAGCAAT 


1,00 


1.26 


Hs.280531 


ESTs 


4103 


GTAAAATTTGA 


1.00 


1,26 


Hs.279939 


mitochondrial carrier homolog 1 


4104 


TATATAATGTG 


1,00 


1.26 


Hs.279840 


zinc finger protein 222 


4105 


GAAACCCAGGG 


1,00 


1,26 


Hs.279813 


hypothetical protein 


4106 


CCACAGCTCTC 


1.00 


1,26 


Hs.279671 


katanin p60 (ATPase-containing) subunit 
A 1 


4107 


TTTGTTCCTGA 


1,00 


1,26 


Hs.279531 


ESTs 


4108 


GCAGAAGCACC 


1.00 


1,26 


Hs.279396 


EST, Weakly similar to AF1 1 991 7_56 
PR02729 [H.sapien 


4109 


AGTGGTGAGGG 


1,00 


1.26 


Hs.279298 


ESTs 


4110 


TCAGCCCTGGC 


1,00 


1.26 


Hs.278550 


ESTs, Weakly similar to KIAA0940 pro- 
tein [H. sapiens] 


4111 


CCTCTCATCCA 


1,00 


1,26 


Hs.278028 


ESTs 


4112 


GTGGTGCGCTT 


1,00 


1,26 


Hs.277808 


EST 


4113 


CACCCTGTAGT 


1,00 


1.26 


Hs.277531 


ESTs 


4114 


GTGAGACCTAA 


1,00 


1.26 


Hs.277186 


ESTs. Weakly similar to ALU6 HUMAN 
ALU SUBFAMILY SP 


4115 


ACTTTGTAAAA 


1.00 


1.26 


Hs.274976 


EST 


4116 


TGCTGGGAACT 


1,00 


1,26 


Hs.274667 


EST 


4117 


CACCTATAGTA 


1,00 


1.26 


Hs.274510 


Homo sapiens mRNA; cDNA 
DKFZp564B032 (from clone DKF 



Co 
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4118 


GCAGGTACGCT 


1.0C 


1,2€ 


> HS.27442S 


) Homo sapiens cDNA FLJ1 1 192 fis, clone 
PLACE1007618, 


4119 


CCAGGGGGGCC 


1.0C 


1,2€ 


>Hs.272812 


I dual oxidase 1 


4120 


CTGGCCAACGT 


1,0C 


1,26 


i Hs.272791 


hypothetical protein FLJ20306 


4121 


CCCAAACGCGC 


1,00 


1.26 


i Hs.272572 


: hemoglobin, alpha 2 


4122 


CCCAACGCGTT 


1.0C 


1,26 


i Hs.272572 


hemoglobin, alpha 2 - 


4123 


CCCTTTTAAAA 


1,00 


1,26 


. Hs.272325 


Homo sapiens mRNA; cDNA 
DKFZp434A2322 (from clone DK 


4124 


ATTGCTCCAAT 


1,00 


1.26 


Hs.272146 


ESTs, Moderately similar to 
ALU5_HUMAN ALU SUBFAMILY 


4125 


AAACAGTGTCT 


1,00 


1,26 


Hs.270618 


ESTs, Weakly similar to KIAA0822 pro- 
tein [H.sapiens] 


4126 


AGCTACCACCC 


1,00 


1.26 


Hs.269541 


ESTs 


4127 


CCCCTGCACTG 


1,00 


1,26 


Hs.264610 


ESTs. Moderately similar to Ibd1 
[H.sapiens] 


4128 


ATCCACAATGG 


1,00 


1.26 


Hs.264428 


tissue specific transplantation antigen 
P35B 


4129 


AAACAC GGCAA 


1.00 


1.26 


Hs.264221 


ESTs 


4130 


TTGCCCAAAAA 


1,00 


1.26 


Hs.26339 


ESTs 


4131 


CCIGTAAlin 


1.00 


1.26 


Hs. 2 59691 


Homo sapiens mRNA; cONA 
DKF2p761E0311 (from clone DK 


4132 


TGAGAAAACAG 


1.00 


1,26 


Hs.259315 


ESTs 


4133 


GGGCCCTGGGC 


1,00 


1.26 


Hs.25895 


ESTs, Weakly similar to PI-3 kinase 
[H.sapiens] 


4134 


CCTGAAGCCTG 


1,00 


1.26 


Hs.258538 


striatin, calmodulin-bindinq protein 


4135 


AATATGCATCC 


1,00 


1,26 


Hs.258400 


ESTs 


4136 


GATCAAAGAAG 


1.00 


1,26 


Hs.257620 


EST 


4137 


IAI 1 1 IGtilGC 


1.00 


1.26 


Hs.257540 


ESTs 


4138 


IGT I TTAGITC 


1.00 


1.26 


Hs.257441 


EST 


4139 


AGTTGCTCTGG 


1,00 


1.26 


Hs.257249 


ESTs 


4140 


AGATTAACATT 


1,00 


1.26 


Hs.256132 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


4141 


CATTCATTCAT 


1,00 


1,26 


Hs.255906 


ESTs 


4142 


GGTGTTCAGGG 


1.00 1.26 


Hs.255530 


ESTs 


4143 


CACTCAAAATA 


1.00| 1.26 


Hs.255374 


ESTs 


4144 


GCCTGAGGCTT 


1.00 


1.26 


Hs.255308 


EST 


4145 


TAGCCGCTGGG 


1.00 


1,26 


Hs.255176 


ESTs, Moderately similar to 
CD45 HUMAN LEUKOCYTE COM 


4146 


TGCTTGGCCAG 


1,00 


1.26 


Hs.255170 


EST 


4147 


AATGGGAAGAT 


1,00 


1.26 


Hs.255037 


EST 


4148 


CAATGTAAAAG 


1,00 


1,26 


Hs.254881 


ESTs 


4149 


GCCCTAGAGCA 


1,00 


1,26 


Hs.25475 


aquaporin 7 


4150 


CAACCATTTGC 


1,00 


1.26 


Hs.25447 


ESTs 


4151 


GAAGGGGCAAT 


1,00 


1.26 


Hs.253793 


ESTs, Weakly similar to ALU4 HUMAN 
ALU SUBFAMILY SB2 






1,00 


1.26 


Hs.253704 


ESTs 


4153 


CAAATAGGCCA 


1,00 


1,26 


Hs.25300 


hypothetical protein DKFZp761Gl923 


4154 


GAGATGTATCT 


1,00 


1,26 


Hs.252934 


ESTs 


4155 


GATGACAAAAA 


1,00 


1,26 


Hs.252807 


ESTs 


4156 


CCCCAGCAGTC 


1,00 


1,26 


Hs.252259 


ibosomal protein S3 
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W157 

4158 
pM59 
4160 



4161 



CCACACAATTC 

CAAGATTTTAA 
TATAAAAAGTA 
GGGGCAGATCC 
AGCCACTGTCC" 



4164 



AGCTTTCTCAA 
TTTCTTTGACC 
GGCCGGGACCC 



4165|AGAGATACTAG 
GAAGCTTGGTC 
OCATCGCTGTT 
GTTAAAACCCC 

MGAGATGTGC. 



4170 



TCTACTAAAGA 
GCCACGCCCAG 



4172 
4173 



U176 
UT77 



Too] 1.26|Hs.250911 

Tool 
"tool 
Toot 
"toot 



Homo sapiens clone 23967 unknown 
mRNA, parti al cds 
ESTs 
EST 

EST . 

ESTs, Highly similar to cep250 centro- 
some associated 
ESTs 
ESTs 



10 



1,00 



4178 
4179 
4180 
4181 



TATAAAACAGA 
GACTTTTCTGG 

AAAAACTGTCCT 
ATAGC1 I KiAF 

fiAATACTACTC" 
CCCTTCTTTGT 
TTCTATGATCC 
G^ACACTCATA 
GGGACCCTCAG 
GATCCCAGTTT 



4182 



TCCAACAGCCJ_ 



Tool 



1,26 Hs.244 844 EST, Weakly similar to S39803 ribo- 

' somal protein L4 - 

1.26|Hs.244473ESTs 
1.26 Hs.243582 EST 

1 ?61hs. 2435701EST . — — 

126 Hs 243542 EST, Weakly similar to ALU8.HUMAN 
' ALU SUBFAMILY SX S 

1.26lHs.242885lEij_ 



T26lHs 242122 EST, Moderately similar to 
1 ■ Z6 ' Al 116 HUMAN ALU SUBFAMILY 
i 9R|n«t'941507 ribosom al protein S6 _ 



4183 1 AAGAAAGACTA 
4184 GAAGACAAAAG_ 
TTftfi TTGCTTCTCAA 
4186 TGTATTTCTTT 
7jR7 PiAATAGCTCTG 
ITrR TGAGCATATTT 
TTrq ATCTAACTAGA 
Ajion KATCAAAAATA 
4191 IGGTGCCAGAGT 



4192 



4193 

4194 
4195 
4196 



SGGTGGGTTTT 
CCTTTGAGATC 



24078 lESTs _. — -— — 

'2407 POU domain, class 2, associating factor 

1 26|Hs.239818 phosphoinositide-3-kinase. catalytic, betal 

oolypepti _-_ - 

"T^6jHs.23767 guanine nucleotide binding protein (G 

irotein), gamm 

737097IESTS — — 

236545 hvdroxyacid oxidase 2 { long chain) 

"955560 ESTs ."„. ~ 

235782 organic anion tran sporter OATP-t 

"^fi04EST 

234489 lactate dehydrogenase B 



1 00 1.26 Hs.233789 ESTs 



CCTTTCTCTCT 

TGGCAGCTTTG 

TCGACTGAGAA. 



1,00 
1,00 

Too] 

1,00 

"tool 



l ESTs 
ESTs 
EST_ 
l EST 
EST 
ESTs 
EST 

EST . 

EST. Weakly similar to ALUC_HUMAN 
!!!! ALU CLASS C W 

|EST 

EST, Weakly similar to RS5_HUMAN 
UoSRIBOSOMALPROTE 
I squamous cell carcino ma antigen 1 

ESTs 

itwArth arrest-specific 7 



T26I 



iHs.229064 
HS.228944 



1,26 



l Hs.227948 
Hs.22708 
Hs.226133 
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/11 07 

hi y / 




* AA 

1,00 


1,26 


Hs.225767 


IDN3 protein 


4198 


TCTTAGTAGAG 


1,00 


1,26 


Hs.22564 


myosin VI 


a a on 


CCCAGAATC 


1,00 


1,26 


Hs.225160 


ESTs 






1,00 


1,26 


lj» AAC A A O 

Hs.225118 


ESTS 


4201 


TCCAATAAAAT 


1,00 


1,26 


Hs.224808 


EST 


4^02 


1 TUulGAATAA 


jk OA 

1,00 


1,26 


Hs.224235 


fcST, Moderately similar to nucleolar 
RNA-helicase fH 




O 1 bAoAt 1 AAA 


A AA 

1,00 


1,26 


1 1 A A A <a C 

Hs.224015 


ESTS 


4204 


AGCTATAATTG 


1,00 


1,26 


Hs.223572 


EST. Weakly similar to ALU1_HUMAN 
ALU SUBFAMILY J SE 




AAAG C C AAG AC 


A AA 

1,00 


A A^ 

1,26 


1 , _ AAA^AA 

Hs. 222728 


£STs 


4206 


GCI 1 i IAGGI 1 


1,00 


1,26 


Hs.221660 


blood vessel epicardial substance 


420/ 


<JA(jUAC IUC I f 


A A A 

1,00 


1,26 


Hs.217882 


ESTs, Moderately similar to 
ALU1_HUMAN ALU SUBFAMILY 


A OAQ 




A AA 

1,00 


A AC 

1,26 


t I — A<t^AA 

Hs.21729 


splicing factor 3a, subunit 1, 120kD 


4^uy 




1 AA 
1,00 


1,26 


MS. 215593 


ESTs, Weakly similar to RMS1 HUMAN 
REGULATOR OF MITO 


4210 


ATCACCAAAGT 


a a a 

1,00 


A AA 

1,26 


| l_ A 4 J AAA 

Hs.214039 


ESTs 


4211 


CCTCCGGTACT 


A AA 

1,00 


1,26 


Hs.2 14004 


EST 


J A «1 A 

4212 


GATTCATTGCA 


1,00 


1,26 


Hs.214 


neuro-oncological ventral antigen 1 


4213 


AGTCAAGATCA 


1,00 


1,26 


Hs.21321 


Homo sapiens mRNA; cDNA 
DKFZp564E1363 (from clone DK 


4214 


TAAAAAAAGGA 


1,00 


1,26 


Hs.212481 


ESTs 


4215 


CATTGATACTA 


1,00 


1,26 


Hs.210347 


ESTs 


4216 


GAGTCCCGGCT 


1,00 


1,26 


Hs.2 10265 


ESTs 




a r; n^ri a a ^ 
noobonnvJOUVj 




1 ,20 


1S.20oQ30 


COT 

col 


4210 


1 tj 1 o A II U 1 AA 


1 AA 


1,20 


MS.207910 


ESTS 


4219 


PTAA AA /\A AA A 

GTAACCAAAAA 


A AA 

1,00 


1,26 


Hs.207593 


EST 


4220 


AC 1 II 1 CCCAC 


A AA 

1,00 


4 A A 

1,26 


• , _ MAMA /4 l» 

Hs.207345 


ESTs 


4221 


A S*\ St/t^^ A ATA 

CACCCTGAATA 


1,00 


1,26 


■ ■ mmp*^mm 
Hs.205769 


EST 


4222 


GTGGTTGCCCT 


1,00 


1,26 


Hs.205466 


ESTs 


4223 


CAAAGTAATCT 


1,00 


1,26 


Hs.203800 


ESTs 


4224 


CTTCTGTGTGG 


A AA 

1,00 


1,26 


Hs.202202 


EST 


4225 


CTGGCAAATTT 


1,00 


1,26 


Hs.202072 


ESTs 


4226 


A A 111 A A A A 

ACATTTAAAAG 


1,00 


1,26 


Hs.20142 


ESTs 


4227 


CACAGCCTGCC 


1,00 


1,26 


Hs.201377 


apyrase, lysosomal 


4228 


CTCCCCCCCCC 


1,00 


1,26 


Hs.199913 


EST 


4229 


GTAAGACTCTG 


1,00 


1,26 


Hs. 199827 


Homo sapiens mRNA; cDNA 
DKFZp564P1816 (from clone DK 


4230 


ATTTCTTAGCT 


1,00 


1,26 


Hs. 198253 


major histocompatibility complex, class 
II, DQ alpha 


4231 


TATTATGGCCA 


1,00 


1,26 


Hs. 197766 


Human clone 23932 mRNA sequence 


4232 


GGTCAAGTCTG 


1,00 


1,26 


Hs. 197708 


ESTs 


4233 


TGCAAAAATCT 


1,00 


1,26 


Hs.197671 


ESTs 


4234 


ATCCA fill GA 


1,00 


1,26 


Hs. 19762 


ESTs, Weakly similar to unknown 
[u.rneianogasierj 


4235 


AAG C ACCTACG 


1,00 


1,26 


Hs.197143 


ESTs 


4236 


TTATGCTCTTG 


1,00 


1,26 


Hs.197143 


ESTs 


4237 


GTGCTCAATTT 


1,00 


1,26 


Hs. 196663 


ESTs 


4238 


GCGTCTCGATG 


1,00 


1,26 


Hs. 196058 


ESTs 



122 

10100127A1_I_> 



DE 101 00 127 A 1 



4239 


GTAAACGCTGT 


1,00 


1.26 


Hs.195175 


CASP8 and FADD-like apoptosis regula- 
tor 




4240 


CATTCTCATTG 


1,00 


1,26 


Hs. 194984 


ESTs 




4241 


ACTTGCTGTGT 


1,00 


1.26 


Hs.1 94031 


ESTs 


5 


4242 


TCTGTGTCTAA 


1,00 


1.26 


Hs. 194024 


ESTs 




4243 


TAACCTAAAAC 


1,00 


1.26 


Hs.194019 


attractin (with dipeptidylpeptidase IV 
activity) 




4244 


TTGGTGTCACT 


1.00 


1.26 


Hs. 193988 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


10 


4245 


CCTCCATCTTC 


1,00 


1.26 


Hs. 193762 


ESTs, Weakly similar to Rigui 
[H. sapiens] 




4246 


AAAAAGAGTTT 


1.00 


1.26 


Hs. 193743 


ESTs 


15 


4247 


TTTAGTGAAAA 


1,00 


1.26 


Hs. 193370 


ESTs, Highly similar to LIM domains 
containing prote 




4248 


TGATCTTTATG 


1.00 


1.26 


Hs.1 92374 


ESTs 




4249 


CCCTCCCAGCT 


1,00 


1.26 


Hs.191742 


ESTs 


20 


4250 


TTCCCAGCTGC 


1,00 


1.26 


Hs.1 91 21 


adaptor-related protein complex 2. alpha 
2 subunit 




4251 


CAAAAACAGTA 


1,00 


1.26 


Hs.1 91 077 


ESTs 




4252 


AGAGCAGGGCA 


1,00 


1.26 


Hs.1 90874 


ESTs 


25 


4253 


GTATGGTAGAG 


1,00 


1.26 


Hs.1 89773 


ESTs 




4254 


TCACCCCTATG 


1,00 


1.26 


Hs.1 89583 


putative protein similar to nessy (Droso- 
phila) 




4255 


GAAGCTCCAAA 


1,00 


1.26 


Hs.1 86711 


hypothetical protein FLJ20070 


30 


4256 


IAI I 1 I'ACCGT 


1,00 


1.26 


Hs.1 84693 


transcription elongation factor B (Sill), 
polypeptid 




4257 


CGGTCGGGCAG 


1,00 


1.26 


Hs.1 84634 


hypothetical protein FLJ20005 




4258 


AGGACATCTAT 


1.00 


1.26 


Hs.184175 


chromosome 2 open reading frame 3 


35 


4259 


TCCATAAAGAA 


1,00 


1.26 


Hs. 183805 


ankyrin 1 ( erythrocytic 




4260 


GAGTCATCGGC 


1.00 


1.26 


Hs. 183745 


ESTs 




4261 


GCACTTTCCTT 


1.00 


1.26 


Hs.1 83704 


ubiquitin C 




4262 


TGGCTCCCCTT 


1.00 


1.26 


Hs.1 83648 


protein tyrosine phosphatase, receptor 
type, f polyp 


40 


4263 


GGGCCAGGTGG 


1,00 


1.26 


Hs.1 83 138 


procollagen (type III) N-endopeptidase 




4264 


TCCTACCCTAT 


1,00 


1,26 


Hs.1 81 781 


ESTs, Highly similar to GBG8 HUMAN 
GUANINE NUCLEOTID 


45 


4265 


AGGI 1 1 IGAGG 


1,00 


1.26 


Hs.1 81 682 


ESTs 




4266 


AGTGGAGAGTA 


1,00 


1.26 


Hs.1 80737 


Homo sapiens clone 23664 and 23905 
mRNA sequence 




4267 


TAAAAGCCTTT 


1,00 


1.26 


Hs.1 80668 


ESTs 


50 


4268 


CCCAGGGGAAA 


1,00 


1,26 


Hs.180414 


heat shock 70kd protein 10 (HSC71) 




4269 


GCAAGTTGCCA 


1,00 


1.26 


Hs. 180398 


LIM domain-containing preferred translo- 
cation partne 




4270 


Gil ! 1 GGTATT 


1,00 


1.26 


Hs.1 79526 


upregulated by 1 ,25-dihydroxyvitamin D- 
3 


55 


4271 


GAGATTCTCAT 


1,00 


1.26 


Hs.17917 


lymphatic vessel endothelial hyaluronan 
receptor 1 




4272 


AATTAGGATAA 


1,00 


1.26 


Hs.17914 


ESTs, Weakly similar to AF201951JI 
high affinity imm 




4273 


TCTCCAGGGCC 


1,00 


1.26 


Hs.1 78803 


ESTs 





65 



123 

NSOOCID: <OE _10100127A1_I.> 



DE 101 00 127 A 1 





4274 


AGCTGTCTCTT 


1,0( 


) 1.2€ 


>Hs. 17774^ 


ESTs 




427£ 


> AGATTTGGGCG 


1,0( 


) 1.2€ 


Hs.17765J 


> ESTs 




4276 


> TTCCC I I I I T O 


1.0C 


) i,2e 


> Hs.1 77486 


i amyloid beta (A4) Drecursor orntpin 
(protease nexin- 




4277 


GGAGTGCAAAT 


1.0C 


) 1,2€ 


iHs.1 77162 


!ESTs 




4278 


Gl IGI I I I I IA 


1.0C 


1,26 


> Hs.1 77096 


iESTs 


10 


4279 


TATGTCTTGGA 


1.0C 


1.26 


Hs.1765 


lymphocyte-specific Drotein tvrosinp 
kinase 




4280 


CAGTAAACCTC 


1.0C 


1.26 


Hs. 176005 


Homo sapiens mRNA full length insert 
cDNA clone EURO 


15 


4281 


TGGATGAAAAA 


1,00 


1.26 


Hs. 175563 


Homo sapiens mRNA; cDNA 
DKFZp564N0763 (from clone DK 




4282 


GGGAAAAAAAG 


1,00 


1.26 


Hs. 175351 


EST 




4283 


ATTGTGGGGCC 


1,00 


1.26 


Hs. 175350 


EST 


20 


4284 


GAAGTTTCTGC 


1,00 


1.26 


Hs. 175339 


EST 




4285 


GGGAAGTTCTT 


1,00 


1,26 


Hs. 17521 8 


OOtassium channel suhfamilv te mamKor 




4286 


CTACCTGACCT 


1.00 


1,26 


Hs. 174044 


dishevelled 3 (homoloaous to nm^nnhiis 

H>w>>wvwt«w w y iwi i IVIWSJWU0 Lv L/| wOwlJl ilia 

dsh) 


25 


4287 


GAAAGGGCCCT 


1,00 


1,26 


Hs.173159 


transforming, acidic coiled-coil containing 
protein 




4288 


ACCAAAGAGAC 


1,00 


1,26 


Hs.1 72652 


KIAA0013 gene product 


M) 


4289 


AAAGGAAGATT 


1,00 


1,26 


Hs. 172405 


cell division cycle 27 


4290 


CTTATAATCTC 


1,00 


1,26 


Hs. 172 182 


poly(A)-binding protein, cytoplasmic 1 




4291 


AAGTATCAGCT 


1,00 


1,26 


Hs. 171 957 


triple functional domain (PTPRF interact, 
ing) 




4292 


GATATGGTTTG 


1,00 


1,26 


Hs. 170773 


ESTs 


35 


4293 


TAACTCTAGAA 


1.00 


1,26 


Hs. 170714 


ESTs 




4294 


AGAAGATGCCG 


1,00 


1,26 


Hs. 169902 


solute carrier family 2 (facilitated glucose 
transpo 




4295 


TTTCGCAGAAA 


1.00 


1,26 


Hs. 169395 


ESTs 


4U 


4296 


CI I I IGIAAIG 


1.00 


1,26 


Hs.169149 


oryopherin alpha 1 (importin alpha 5) 




4297 


AAATGATCCCG 


1.00 


1,26 


Hs. 168941 


ESTs 




4298 


TTCAAAGTTGA 


1.00 


1.26 


Hs. 168363 


ESTs 




4299 


IAAI IGII IAI 


1.00 


1,26 


Hs. 168241 


hypothetical protein FLJ 10242 


45 


4300 


GGCAAGTTCCT 


1,00 


1,26 


Hs.1 66832 


ESTs 




4301 


GGAGATAGTGC 


1.00 


1.26 


Hs. 166369 


ESTs, Highly similar to sodium bicarbon- 
ate cotranspo 




4302 


1 ICIGCTTlfCG 


1,00 


1,26 


Hs.1652 


chemokine (C-C motif) receptor 7 


51) 


4303 


TCACGCCGGAC 


1,00 


1,26 


Hs.1 65003 


ESTs 




4304 


I ICCCTf TTA1T 


1,00 


1,26 


Hs. 164427 


ESTs 


* 


4305- 


AATATGTACAC 


1,00 


1.26 


Hs.163900 


ESTs 


< 


4306 < 


CAAGAACAATC 


1,00 


1,26 


Hs.163724 


HSPC019 protein 


55 < 


4307 ( 


GGCAGCTGGTA 


1,00 


1.26 


Hs.163252 


EST 


t 


4308- 


<\GGGATATTGG 


1,00 


1,26 


Hs.1 63203 

I 


ESTs. Weaklv similar to B34087 hvnru 
thetical protein 


i 


4309; 


HCACTGTACTC 


1,00 


1,26 


Hs.163189 


ESTs 


H) i 


4310 ( 


3AAGCAGAAAA 


1,00 


1,26 


Hs. 162852 I 


EST 


i 


4311 < 


3AGCAAACTTT 


1,00 


1,26 


Hs.16249 I 


ESTs 


i 


4312 ( 


3ACTGGAAGTA 


1,00 


1,26 


Hs.162252 I 


EST 
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4313 


AGGCTGAGGAA 


1,00 


1.26 


Hs.161790 


EST 


4314 


TGGAAACTCAG 


1,00 


1.26 


Hs.161719 


ESTs 


4315 


ACAGATTTTGG 


1,00 


1.26 


Hs.161554 


hypothetical protein FLJ20159 


4316 


ATTCTTTAAAA 


1,00 


1,26 


Hs.161554 


hypothetical protein FLJ20159 


4317 


CTAGTGCACAC 


1,00 


1.26 


Hs.161554 


hypothetical protein FLJ201 59 


4318 


GGCAACAAGGT 


1,00 


1.26 


Hs.161554 


hypothetical protein FLJ201 59 


4319 


TAAACCI I I IG 


1,00 


1.26 


Hs.161554 


hypothetical protein FLJ20159 


4320 


TTGAAATTTGA 


1,00 


1.26 


Hs.161305 


tachykinin receptor 2 


4321 


GTCTGTGCTAT 


1,00 


1.26 


Hs.161277 


EST 


4322 


TTTCTTGGTAA 


1,00 


1.26 


Hs.161065 


EST 


4323 


AAAAATGCTTC 


1.00 


1.26 


Hs. 16091 4 


EST 


4324 


CTAAATTCGGA 


1,00 


1.26 


Hs.160275 


EST 


4325 


CCAGCTAGAAA 


1,00 


1.26 


Hs.160013 


ESTs 


4326 


GAGCAGCTCAC 


1,00 


1.26 


Hs.159553 


chemokine-like receptor 1 


4327 


TAGAGTGATGG 


1,00 


1.26 


Hs.159153 


ESTs 


4328 


TACCCAGACTT 


1,00 


1,26 


Hs. 158287 


KIAA0468 gene product 


4329 


CCACCTGAATT 


1,00 


1.26 


Hs.15740 


Homo sapiens mRNA; cDNA 
DKFZp434E033 (from clone DKF 


4330 


GGGCTGGTGGA 


1,00 


1.26 


Hs.1 56836 


ESTs 


4331 


TCACGAGCTAT 


1,00 


1.26 


Hs. 15.5764 


ESTs 


4332 


CCCTTTGAGCA 


1,00 


1.26 


Hs.1 55381 


ESTs, Moderately similar to I38022 
hypothetical prot 


4333 


GAATTTACTTA 


1,00 


1.26 


Hs.1 55314 


KIAA0095 gene product 


4334 


TCAGGGTGAAG 


1,00 


1,26 


Hs.1 541 56 


myosin, light polypeptide 4, alkali; atrial, 
embryon 


4335 


GGACTTTCAAA 


1,00 


1.26 


Hs.1 53739 


ESTs 


4336 


AGAGAAGATGC 


1,00 


1.26 


Hs.1 53716 


Homo sapiens mRNA for Hmob33 pro- 
tein, 3' untranslate 


4337 


TACTCCCCTGA 


1,00 


1.26 


Hs.1 52936 


adaptor-related protein complex 2, mu 1 
subunit 


4338 


TGACCTACTGG 


1.00 


1.26 


Hs.1 52666 


ESTs 


4339 


AGTGTAAGTTT 


1,00 


1.26 


Hs.1 52129 


ESTs 


4340 


CACCGTGTGTC 


1,00 


1.26 


Hs.1 52016 


ESTs 


4341 


TAACTCCTCCC 


1,00 


1.26 


Hs.1 50784 


ESTs 


4342 


GGGTAAGGAGG 


1,00 


1.26 


Hs.1 50423 


cyclin-dependent kinase 9 (CDC2-related 
kinase) 


4343 


AATTTATATAA 


1,00 


1.26 


Hs.1 50073 


ESTs, Moderately similar to alternatively 
spliced pr 


4344 


TGTAATGTAAA 


1,00 


1.26 


Hs.1 49623 


group III secreted phospholipase A2 


4345 


TGGGTGAAAAA 


1,00 


1.26 


Hs.148725 


ESTs 


4346 


TTGTCTACAAA 


1,00 


1.26 


Hs.148217 


ESTs. Moderately similar to AF161544 1 
HSPC059 [H.sa 


4347 


AACTTGGATAT 


1,00 


1.26 


Hs.148129 


EST 


4348 


TTAACI I I I I I 


1,00 


1.26 


Hs.1 48091 


ESTs 


4349 


TTTCTTAGGTT 


1,00 


1.26 


Hs.1 4731 7 


ESTs 


4350 


CCTCCCCCATT 


1.00 


1.26 


Hs.1 46893 


EST 


4351 


TTGTTGCTGGT 


1,00 


1.26 


Hs.146730 


ESTs 


4352 


GTGCTGTTAGT 


1,00 


1.26 


Hs.1 467 12 


ESTs 


4353 


ATGACATTGGA 


1,00 


1.26 


Hs.1 46335 


ESTs 


4354 


ATTGGTAGACA 


1,00 


1.26 


Hs.146311 


ESTs. Moderately similar to 
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ALU1 HUMAN ALU SUBFAMILY 




4355 


I I IAICI I I I I 


1,00 


1.26 


Hs. 145584 


ESTs 


s 


4356 


TTGTCAAAAAA 


1,00 


1,26 


Hs. 145279 


SET translocation (myeloid leukemia- 
associated) 




4357 


TATATTATAGA 


1,00 


1.26 


Hs. 144931 


ATPase, aminophospholipid transporter 
(APLT), Class 


10 


4358 


CiUAA I I U I 1 G 1 


1,00 


1,26 


Hs. 143866 


ESTs 




4359 


AGCCTTTGCCA 


1.00 


1.26 


Hs. 143574 


ESTs 




4360 


TCTTTAI 1 1 IC 


1,00 


1.26 


Hs. 14286 


flavin containing monooxygenase 5 




4361 


TTTCCTATAAA 


1,00 


1.26 


Hs. 141 939 


ESTs 


15 


4362 


TCTAAAGAATT 


1,00 


1,26 


Hs. 141 055 


Homo sapiens clone 23758 mRNA se- 












quence 




4363 


TCAGCGGACTG 


1,00 


1.26 


Hs.1 38280 


ESTs, Moderately similar to 
ALU1JHUMAN ALU SUBFAMILY 


20 


4364 


ACAATGTAGGA 


1,00 


1.26 


Hs.137415 


Homo sapiens BAC clone RP11-294L11 
from 2 




4365 


TGACTTGGCCA 


1,00 


1,26 


Hs. 137401 


ESTs 




4366 


CTCCCCAAAAA 


1,00 


1,26 


Hs. 13684 


hypothetical protein FLJ10761 




4367 


CTCCCTCTTTC 


1,00 


1.26 


Hs. 136468 


EST 


25 


4368 


GAAGCCCAATT 


1,00 


1,26 


Hs. 136432 


ESTs 




4369 


CTCTAGGTAAA 


1,00 


1.26 


Hs. 136423 


ESTs 




4370 


6TGATATGACT 


1,00 


1.26 


Hs. 136200 


ESTs 


30 


4371 


GAGAGAAATGG 


1,00 


1.26 


Hs.136169 


Homo sapiens clone 2521 5 mRNA se- 












quence, partial cds 




4372 


CACATTTTTAA 


1,00 


1,26 


Hs. 136008 


ESTs 




4373 


Gl 1 1 ICICIGT 


1,00 


1,26 


Hs.1 35503 


ESTs 




4374 


TTCATAAGTTT 


1,00 


1.26 


Hs. 135473 


ESTs 


35 


4375 


AGACGGTCCAA 


1,00 


1,26 


Hs.1 34757 


hypothetical protein FLJ20033 




4376 


TACCCCAGGAA 


1,00 


1.26 


Hs. 134350 


ESTs 




4377 


TTGCTCCTCCT 


1,00 


1.26 


Hs.1 33521 


ESTs 


40 


4378 


CAGGGGAGGAC 


1,00 


1.26 


Hs.1 33386 


ESTs 


4379 


AATATGCGGCA 


1.00 


1,26 


Hs.1 33355 


ESTs 




4380 


AGTTTGAGATA 


1,00 


1.26 


Hs.1 33266 


ESTs 




4381 


AATCTGGCGTA 


1,00 


1.26 


Hs.1 32927 


ESTs, Moderately similar to p53 regu- 
lated PA26-T2 nu 


45 


4382 


GTCAGGAGAAG 


1,00 


1.26 


Hs.1 32278 


ESTs 




4383 


ICI 1 IAI 1 1 1 1 


1,00 


1,26 


Hs.1 31 360 


ESTs 




4384 


GCCTGCAGGAA 


1,00 


1,26 


Hs.1 31 030 


ESTs 


50 


4385 


TTGATTCCTAT 


1,00 


1,26 


Hs.1 30881 


hypothetical protein FLJ10173 


4386 


TTTAGAGTGGA 


1,00 


1.26 


Hs.1 30716 


ESTs 




4387 


TGTCTGGTTTA 


1,00 


1.26 


Hs.1 3051 8 


ESTs 




4388 


TTCATTCATTC 


1.00 


1.26 


Hs.1 30253 


ESTs 




4389 


GGAGGGCTGTG 


1,00 


1.26 


Hs.1 29381 


ESTs, Moderately similar to melastatin 1 


55 












[H.sapiens] 




4390 


CTTCCTGCTAC 


1,00 


1.26 


Hs.128018 


ESTs 




4391 


TCTAAGCTTGT 


1,00 


1,26 


Hs.1 27780 


ESTs 




4392 


TGAGAATTCTG 


1,00 


1,26 


Hs.1 27378 


ESTs 


60 


4393 


GTGCCTCAGCC 


1,00 


1.26 


Hs.1 26943 


ESTs 




4394 


CCCCAAGGCCT 


1,00 


1.26 


Hs.1 25359 


Thy-1 cell surface antigen 




4395 


AGGGAGGCTGA 


1,00 


1.26 


Hs.1 25246 


ESTs 
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4396 " 


1 1 1 rTrTQTPT 


1 nn 


1 26 


Hs 125134 


<IAA1172 protein 


4397 < 




1 on 




Hs 125103 

19. I W 1 WW 


ESTs 


4398 ( 


3ATGCTAGAGC 


1,00 


1,26 


Hs. 124597 


ESTs 


4399 > 


VTCTTCACj lAI 


1 nn 




Hs 1244 < 


SD9 antiaen ^o24) 


4400 ( 




1 nn 


1 26 


Hs 124367 


ESTs 


4401 ( 


:atttcccttg 


1,00 


1,26 


Hs.123307 


ESTs 


4402 ) 




1 nn 


1 96 


s 122236 


EST 


4403) 


MGAAGTGTTG 


1,00 


1,26 


Hs.121558 


fer (fps/fes related) tyrosine kinase 
'phosphoprotei 


4404' 


FGTTACTGGGA 


1,00 


1.26 


Hs. 120592 


ESTs 


4405 < 


CCACAGGGATT 






Lie 1 1QS71 
10. 1 1 9wf l 


collaaen tvDe III alDha 1 fEhlers-Danlos' 

rfVIIOH vl 1 1 » T WW 111, W 1 W t 10 1 \"*' *' w • W »i w w 

syndrome 


4406 




1 no 


1 26 


Hs 119251 


ubiquinol-cytochrome c reductase core 
protein 1 


4407 


CTAGI 1 IAAAA 


1,UU 


1 9fi 


Hs 1 1899 

19.1 1 Www 


3-hydroxy-3-methylglutaryl-Coenzyme A 
reductase 


4408 


A TT A ftPTAPA A 

ATTAAo 1 AUAA 


1 fin 


1 96 


Hs 118959 

1 w . 1 1 wwww 


ESTs 


4409 


/■•> A OTTO TTTPT 

CACTTGTTIU1 


1 nn 


1 96 


Hs 11 8796 

19. 1 1 w 1 w w^ 


annexin A6 


4410 


CCCCGTGG 1 OA 


1 fifi 


1 96 


Hs 118795 

19. 1 Iwl ww 


ESTs, Highly similar to unnamed protein 
product [H.s 


4411 


CTATAATOUUA 


1 fifi 
I ,uu 


1 26 


Hs 117582 

lv • III WWfc 


CGI-43 protein 


4412 


GCTAAAL/ 1 UUb 


1 fifi 


1 26 

1 ,^w 


Hs 117582 

1 lw. Ill WW^ 


CGI-43 protein 


4413 


GGGTC M bbAb 


1 fifi 
I ,uu 


1 26 


Hs 117582 


CGI-43 protein 


4414 


GTGGCT 1 1 tvjU 


1 fifi 


1 26 


Hs 117582 

IVi 1 If WWfc 


CGI-43 protein 


4415 


TTTATTGTAGA 


1,00 


1,26 


Hs. 117582 


CGI-43 protein 


4416 


TGGACAG 1 oM 


1 fifi 


1 26 


Hs 116823 


EST 


4417 


TAACCTAGATG 


1 nn 
I ,uu 


1 96 


Hs 116486 

TO. I Iw^Tww 


EST 


4418 


ACTGCCTGCAT 


1,00 


1,26 


Hs.1 16192 


ESTs 


4419 


««x a «f AAA f> A A 

GATAAACCAGA 


1 nn 
i ,uu 


1 9ft 


H<i 1 1 6680 
no. 1 1 s/jwu 


ESTs 


4420 


TTTTACAAACC 


1,00 




He 11C17C 
no. i 10 1 / w 


Qtprilp-slnha motif and leucine ziDDer 

Olwl llw Cll wl Id lllwiii oiivj iwuwm iv *»i^^*w» 

containina ki 

wwi ikciii in iy rvi 


4471 


TGTATTGTAAA 


1,00 


1,26 


Hs.1 15129 


ESTs 


4422 


AAGGGATGCTG 


1,00 


1,26 


HS.1 looi 


Small inOUCIDIc cyiUMiic auuioniuy ry 
^wya-wyo], IllCtiiU 


4473 


^ ^^^w A A A A A A ^^^^ 

GGTAAAAAATG 


1 ,00 


i OA 
1 ,^0 


Ue 1 1 99R4 


PSTs 


4474 


- A * AAA A A A "T^" 

AAAGCCCAAGT 


i nn 

l ,UU 




W<; 1 11768 


keratin 6B 

r\wi win ■ w 


4425 


C AG GGTGTGTG 


1,00 


1,26 


Hs.11032 


ESTs, Moderately similar to dJ108K11.3 
[H. sapiens] 


4476 


TTTGGCTTGGC 


1,00 


1,26 


Hs.1 10028 


ESTs 


4427 


aaa * A r*TA A AT 

AAACAGTAAA 1 


1 fifi 


1 9fi 


Hs 1 0952€ 


> zinc finger protein 198 


44?fl 


CCTCATTTCCC 


1 nn 


1 9fi 


H«; 1fiQ43C 
no. 1 U3~vw 


i DKFZP586P2421 protein 


4429 


TTGTTGATCCA 


1 fir 


1 9fi 


H<; 10747F 

no. lUr *tf v. 


) ATP synthase, H+ transporting, mito- 
chondrial F1F0, s 


443C 


) TTTGAAAACAA 


1,0c 


*1 Off 


. Uc 1 fiTOfi* 1 

► DO. 1 Uf 4Uv 


\ hwnnthptical Drotein from EUROIMAGE 
1759349 


44?1 


AACCTTCCATA 


1,0c 


) 1.2€ 


i Hs.1 06831 


J ESTs 


443J 


> AGGAGCACCGT 


1,0c 


) 1 t 2e 


> HS.1 0643: 


>ESTs 


443: 


AGCTCCGGGAC 


1,0c 


1.26 


>Hs. 106015 


) protein phosphatase 1, regulatory sub- 
unit 10 


44* 


I ATGTTTACCAG 


1,0c 


) 1.2£ 


>Hs. 10596! 


5 ESTs 
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4435 


AIACGI I I 1 I 1 


1,0C 


1,26 


Hs. 105958 


KIAA0620 protein 


4436 


ATGACATCACT 


1,0C 


I 1,26 


Hs. 105506 


• EST 


4437 


CCCCTGCCCTG 


1,00 


I 1,26 


Hs. 104866 


ESTs 


4438 


ATGTAGTCATT 


1,00 


> 1,26 


Hs.104219 


ESTs 


4439 


1 1 ICIGCCI IC 


1,00 


1,26 


Hs.1042 


Sjogren svndrome antiaen A1 (52kD 
ribonucleoprotein 


4440 


CAAATGTCCAT 


1,00 


1,26 


Hs. 10359 


ESTs 


4441 


GCGGTGTACAC 


1,00 


1,26 


Hs. 10306 


natural killer cell group 7 sequence 


4442 


TACAAAAAAAA 


1,00 


0.14 


Hs.96560 


Human DNA sequence from clone RP1 1- 
39402 on chromoso 


4443 


GGACAAAAAAG 


1,00 


0.14 


Hs.84746 


chromosome condensation 1 


4444 


CGAAGGCTGTA 


1.00 


0.14 


Hs.79334 


nuclear factor, interleukin 3 requlated 


4445 


Al IGIAAGI 1 1 


1,00 


0.14 


Hs.74649 


cytochrome c oxidase subunit Vic 


4446 


GCCACACTGTC 


1.00 


0,14 


Hs.61763 


ESTs 


4447 


CTTCAAGGCCG 


1.00 


0,14 


Hs.59457 


ESTs 


4448 


CCACACCTCTC 


1,00 


0,14 


Hs.54673 


tumor necrosis factor (ligand) super- 
family, member 1 


4449 


GACATCTCTTC 


1.00 


0,14 


Hs.43619 


ESTs 


4450 


CCTGGCCCTTA 


1.00 


0,14 


Hs.42287 


E2F transcriDtion factor fi 


4451 


AAGGGCCACAA 


1.00 


0.14 


Hs.37096 


zinc finqer protein 145 (KrunnpUike 
expressed in 


4452 


TFTTAI 1 1 IAAI 


1.00 


0,14 


Hs.37040 


platelet-derived growth factor alpha 
polypeptide 


4453 


GTTTCTCAAAT 


1.00 


0,14 


Hs.32597 


ring finger protein (C3H2C3 type) 6 


4454 


AAATTGCTTAG 


1.00 


0,14 


Hs.30652 


KIAA1 344 protein ~ 


4455 


GAAAAAGATGT 


1.00 


0,14 


Hs.283737 


AD-017 protein 


4456 


TTTCAAATAAA 


1,00 


0,14 


Hs.272023 


transforming, acidic coiled-coil containing 
protein 


4457 


TGGGGAATAGG 


1.00 


0,14 


Hs.23964 


sin3-associated Dolvoeotide l8kD 


4458 


GTGCAAGCTGT 


1.00 


0.14 


Hs. 232068 


transcription factor 8 (represses inter- 
eukin 2 exor 


4459 


CCTGGGGTAAG 


1,00 


0.14 


Hs. 198253 


maior histocomoatibilitv eomnlex rla^c 
1, DQ alpha 


4460 


TGTGAGCCTCA 


1.00 


0,14 


Hs.1973 


cyclin F 


4461 


GAGTTGGCACT 


1,00 


0,14 


Hs. 194688 


Dromodomain adjacent to zinc finger 
domain, 1B 


4462 


GACTGGAACTT 


1.00 


0,14 


Hs. 186756 


KIAA1441 protein 


4463 


GCGGCAAGCAT 


1,00 


0,14 


Hs.1 82729 


hypothetical protein FLJ 10581 


4464 


TGGATCACCAA 


1.00 


0,14 


Hs.17872 


ESTs 


4465 


GGAGGGGTTCA 


1.00 


0,14 


Hs. 173088 


ESTs 


4466 


CCTTATGGAAA 


1.00 


0,14 


Hs.17118 


ESTs, Weakly similar to B0025.2 
C.elegans] 


4467 


GTGGCAGTGGC 


1.00 


0.14 


Hs. 16478 


ESTs 


4468 


TGTCCGTCACA 


1.00 


0,14 


Hs. 154365 


E74-like factor 1 (ets domain transcrip- 
tion factor) 


4469 


AAATGGCCAAC 


1.00 


0.14 


Hs.12813 


DKFZP434J214 protein 


4470 


TACTGTTTGAT 


1.00 


0.14 


Hs.12313 


ESTs 


4471 


CGTAAGACGTT 


1.00 


0.14 


Hs.1 22607 


B-cell CLL/lymphoma 9 


4472 


GGCTTTCAGCA 


1.00 


0,14 


Hs. 119653 


CD59 antigen p18-20 (antig n identified 
by monoclona 



6b 
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A ATI 

4473 




i ,00 


n i >t 
0,14 


nS.l i4yj 


CCTe 

Co 1 S 


AA1A 


n TP AAA ATTTP 


1 nn 


n 1A 


He mftRO^ 
nb. 1 uoozo 


inrornuuspunuin £ 


AA1 S 


PTTI Tft 11 CI C4 
w 1 l 1 I w 1 1 w 1 w 


1 nn 


0 14 


Hs 106A23 
riw. i wwuiw 


H Q^nipnc opnp frnm PAP ^OfilR cimilsr 

to syntaxin 7 


4476 


CTATTCTAAAA 


1,00 


0 14 


Hs. 100729 


KIAA0692 protein 


4477 


GTGTCCTCCTC 


4,00 


0 41 


Hs.78979 


Golgj apparatus protein 1 


4478 


TTGGC1 II TCT 


13,00 


0,66 


Hs.218329 


hypothetical protein 


4479 


AAGGGGGCAAG 


6,00 


0,50 


Hs.85266 


integrin, beta 4 


4480 


GTGGCTCATAC 


3,00 


0,35 


Hs.281094 


ESTs 


AAQA 


^TAAPAAf^PTP 


^ nn 








AAQO 




^ nn 


n ^ 


H<t i^nn 

no. i «jv i i 


f^TP KinHinn nmtpin 0 




A/Zn^i AP ATA A A 


nn 


n 


He 101 mfi 


R A 1 1 .Qcen^iatoH nrntcin *\ 
DM I t'dooUUldlcU piUlcin O 


4484 


CCTGTGTGTGT 


5,00 


0.46 


Hs.5894 


hypothetical protein FLJ10305 


4400 


pnpT^i^TPAPP 


o nn 


n 07 




P^Te Hinhtu eimilar in VAAA/P9 
TH ^aniens! 




^ArATTTI ICC 




0 27 


Hs 8083 


hvDothetical orotein FLJ10769 


440/ 


ft A A ft ftTT 


? nn 


0 27 


He 04043 


FSTs 

1 O 


4488 


1 1 1 IGIGCATT 


2.00 


0.27 


Hs.238990 


cyclin-dependent kinase inhibitor 1B 


4489 


TGCAA 1 AobbA 


a< ( UU 


n 07 


He 0^^Q7*^ 


fo\/nf\tHptir>ol nr^\ffitn Dt^P7rv^Q^nn^ i 0 


A A on 

4490 


TGGTAoLAb 1 A 


o nn 


n 07 


n5.157040/ 


nypoineiicai proiein tlj luroo 


4491 


GGCTTGGGGAG 


2.00 


0.27 


Hs. 15953 


hypothetical protein FLJ10120 


4492 


ACTCCAAAAAA 


54,00 


0,97 


HS.192S10 


Homo sapiens mRNA, cdna 


44yo 


Tf"i a ft Aft ft A 


ir nn 


n 71 


Hs 75799 


n rot pa Re serine 8 ^nrostasin^ 


4494 


TGCTTGACAAG 


3.00 


0.36 


Hs.106127 


RNA polymerase 1 16 kDa subunit 


A A fiC 

4495 


1 AooA 1 boobo 


ft nn 


n 


Lie 7fiQ41 

ns. toy** i 


AlrdoC, lNa~/ 1\~ il at lofJUl Iff ly, L/C la v3 

polypeptide 


449b 


TAP^iTT^TPTA 


aaa nn 


1,14 


He 07QRR0 

nb.fc r 900U 


hx/nnthpfirfll nrntpin Fl l^nn^O 


A A r\T 

4497 


T A A A A A A A 

TAAACTGAAAA 


a nn 
4,00 


n iio 


He QAQ1 


riDusomdi proicin oi*+ 


4498 


A A A A A T 1 A *TT* 

AAAAC ATT AT Cj 


o nn 
z,00 


n 07 


Uc finCM7 

ns.ouyi / 


aaapior-reiaicu proicin complex o, sigma 
1 subunit 


4499 


AATGTCCAGTA 


O Art 

2,00 


n 0*7 

0,27 


t_j »5A070 


co i s, Mooerateiy similar to 

Al 1 M Ul IKAAKJ All 1 Ol IDCAKilll V 
ALU » HUMAN ALU oUbrAMILT 


4500 


GTGAAACTGCA 


2,00 


0.27 


Hs.237055 


EST 


4501 


GCACAGATTAC 


o nn 
2,00 


n *)7 

0,27 


He 1 CO/Q7 


r\i/v\u/<t*t gene prouuci 


4502 


GCACCTo 1 wow 


o nn 


n 07 


He 10^Q 

ns, i 


alaliyi y • icm lui ai icy an in lupc^uuaoc 

^aminoDeDtidase N 


A^ni 
4DU0 


p Tri rvrrs a Tf^n 

w 1 OO 1 OnO 1 Ow 




0 27 

V,Ai f 


Hs 1 1902 


MYLE Drotein 


4504 


ATGATGATGAT 


9,00 


0,59 


Hs.79172 


solute carrier family 25 (mitochondrial 
carrier" ade 

vui i iwi | 


A CftC 

4505 




7 nn 


n w 


He 24QQR2 


rathpnein R 

^aillCpdlll o 


a c f\e 

4506 


OX/^^*OPO A AAA 

CTCUCttAAAA 


nn 


n 4fi 

U,40 


He 28^05 


II i hi iui luyiuuuiu i iicavy uwiuoin alalia i 


4507 


AAA APPTPTA A 

AAAACCTCa 1 AA 


q nn 


n ^fi 


He 7^Q14 
ns. 1 3? i*» 


mzii&ri wpci^Ip mpmhranp nrofpin 

OUalCVJ VCdIUC 1 1 ICI I IUI al IC plwlCIII 


4508 


TGGCAGTCTGC 


3,00 


0.36 


Hs.6179 


DEAD/H (Asp-Glu-Ala-Asp/His) box 

polypeptide 17 (72k 


4509 


TTGTGAGAATA 


3,00 


0.36 


Hs.177425 


KIAA0964 protein 


4510 


AAGGCGTTTCC 


3,00 


0.36 


Hs.13255 


KIAA0930 protein 


4511 


ATACTGTCAGT 


3,00 


0.36 


Hs.11441 


chromosome 1 open reading frame 8 


4512 


CCTATTTACTG 


23,00 


0.79 


Hs. 11 3205 


cytochrome c oxidase subunit IV 
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4513 


GTACTGTAGCA 


6.0C 


0.5C 


Hs.265825 


) integrin. alpha 3 (antigen CD49C, alpha 
3 subunit of 


5 


4514 


I ICI I ICICAC 


1.0C 


> o,u 


\ Hs.9786 


ESTs, Moderately similar to unnamed 
protein product 




4515 


CTCAGAGAACA 


1.0C 


0,14 


Hs.9414 


KIAA1488 protein 




4516 


AAGCATCTCAG 


1.0C 


0.14 


Hs.84232 


transcobalamin II; macrocytic anemia 




4517 


TAGATCTGTAT 


1.0C 


I 0.14 


Hs.83419 


KIAA0252 protein 


10 


4518 


TACTTTATAAG 


1,00 


I 0.14 


Hs.8230 


a disintegrin-like and metalloprotease 
(reprolysin t 




4519 


CACAAATGCTG 


1.00 


0.14 


Hs. 80562 


gelsolin (amyloidosis. Finnish tyoe) 


15 


4520 


CTGTGTCCAAG 


1.00 


0.14 


Hs.79095 


epidermal growth factor receptor path- 
way substrate 1 




4521 


AAGAACTACAC 


1.00 


0.14 


Hs.77546 


KIAA0172 protein 




4522 


GCAAGGAAAAA 


1.00 


0.14 


Hs.77496 


small nuclear ribonucleoprotein polvoeD- 
tide G 


20 


4523 


AAATGCAGTAG 


1.00 


0.14 


Hs.75262 


cathepsin O 




4524 


GAAATTCAAAC 


1.00 


0,14 


Hs.74649 


cytochrome c oxidase subunit Vic 




4525 


ATGCCTTTGAA 


1.00 


0,14 


Hs.7298 


biphenyl hydrolase-like (serine hy- 
drolase; breast ep 


25 


4526 


TTCCGTTCCTT 


1.00 


0.14 


Hs.52081 


KIAA0867 protein 




4527 


TCGGTGTCTGG 


1.00 


0.14 


Hs.4953 


golgi autoantigen, golqin subfamily a. 3 




4528 


GTGGCTCAATT 


1.00 


0,14 


Hs.4864 


KIAA0892 protein 




4529 


GGTTGGTGGTC 


1,00 


0,14 


Hs.35276 


KIAA0852 protein 


Mi 


4530 


GGAGGTGCTCA 


1.00 


0,14 


Hs.31895 


ESTs, Weakly similar to B9 [H. sapiens] 




4531 


GGCCTGGGGGT 


1,00 


0,14 


Hs.267659 


vav 3 oncogene 




4532 


1 RGTIGTATG 


1,00 


0,14 


Hs.26267 


ESTs 




4533 


GCATCTTCAAA 


1,00 


0,14 


Hs.241510 


interferon-induced protein 41, 30kD 


:*5 


4534 


GAGAAGCCCCG 


1,00 


0,14 


Hs.209099 


ESTs, Weakly similar to ALU6 HUMAN 
ALU SUBFAMILY SP 




4535 


ACAGGCAGAAA 


1,00 


0,14 


Hs.200526 


TNF receptor-associated factor 2 


40 


4536 


GCGTTCAATAA 


1.00 


0.14 


Hs. 19720 


Homo sapiens mRNA full length insert 
cDNA clone EURO 




4537 


AAGCACTTCTG 


1.00 


0,14 


Hs. 189658 


CGI-149 protein 




4538 


CAGTCCCGGCT 


1,00 


0,14 


Hs. 189658 


CGI-149 protein 


45 


4539 


IAIAIACAI 1 1 


1,00 


0,14 


Hs. 184211 


peptidase {mitochondrial Drocessincri 
seta 




4540 


TGACTGTCACG 


1.00 


0,14 


Hs.1 77776 


Homo sapiens clone 23914 mRNA se- 
quence 


50 


4541 


GGCAGATTGCT 


1,00 


0,14 


Hs. 173259 


uncharacterized bone marrow protein 
BM033 




4542 


TTCTCGAGATG 


1,00 


0,14 


Hs.161554 


hypothetical protein FLJ20159 




4543 


GGACCATTGAA 


1,00 


0.14 


Hs.1 55244 


pre-mRNA splicing factor similar to S. 
cerevisiae Pr 


55 


4544 


CC1 nCTGTAA 


1,00 


0,14 


Hs. 143648 


insulin receptor substrate 2 




4545 


TGGAAATCAAG 


1,00 


0,14 


Hs.13405 


gephyrin 




4546 


AAGCCAGTCTG 


1,00 


0.14 


Hs.1 12378 


LIM and senescent cell antigen-like 
domains 1 




4547 


ACTTTTCAAAA 


1.00 


0,14 


Hs.1 081 96 


HSPC037 protein 




4548 


TATGTATTTCT 


1,00 


0.14 


Hs.1 02267 


ysyl oxidase 


* 


4549 


GTGCTATTCTG 


4,00 


0,42 I 


Hs.77873 


Homo sapiens mRNA full length insert 



6> 
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cDNA clone EURO 




Attn 


TPTGTCCTCAG 


4 00 


0 42 


Hs 75216 

1 1 W . 1 w 1 w 


Drotein tvrosine Dhosohatase rerpntor 
type, F 






GGGTGTGGTGG 


4,00 


0,42 


Hs.25894 


Homo saDiens mRNA' cDNA 

i ■ wi t ■ ^0 w \+ w i \* • I w fill \ 1 ^/ »j ■ ' * \ 

DKFZp564N123 (from clone DKF 


5 


4552 


GCCCCCAATAA 


66,00 


1,03 


Hs. 227751 


lectin, galactoside-binding, soluble, 1 
(qaledin 1) 




4553 


AAATATGAGCT 


3,00 


0,36 


Hs.181368 


U5 snRNP-specific protein (220 kD), 
ortholog of S. c 


10 


4554 


GAGTCAGGAGA 


9,00 


0.59 


Hs.181271 


CGI- 120 protein 




4555 


GGGGCCCCCTC 


4,00 


0,42 


Hs. 18528 


Sjogren's syndrome nuclear autoantigen 
1 


15 


4556 


CTCACTTCTTA 


4,00 


0.42 


Hs.165998 


DKFZP564M2423 protein 




4557 


CTCTGCCCTCC 


4,00 


0.42 


Hs.115412 


ESTs, Weakly similar to dJ6802.2 
[H. sapiens] 




4558 


CTGTGTCTGTT 


2,00 


0,27 


Hs.7833 


selenium binding protein 1 


20 


4559 


GACTATAGCGC 


2,00 


0,27 


Hs.7036 


N-Acetylglucosamine kinase 






111 TGTGTATT 


2,00 


0,27 


HS.42644 


thioredoxin-like 




4561 


AAGGAAGATTG 


2,00 


0.27 


Hs.252692 


hypothetical protein FLJ20343 








2 00 


0 27 


Hs 194625 

■ Iw* t W 1 W^v w 


dynein, cytoplasmic, light intermediate 
polypeptide 


25 




HPATTTAAATA 


28 00 


0 84 


Hs 275959 

1 1 W • 4te ■ W W W W 


eukaryotic translation elongation factor 1 
beta 2 




**0O** 




28 00 


0 84 


Hs 77961 

1 10* f 1 WW I 


maior histocomDatibilitv comDlex class I 
B 


30 


*}0O0 




3 00 


0 36 


Hs 82911 


protein tyrosine phosphatase type IVA, 
member 2 




40QO 


/•> | ■ 1 or i | A AT 
U 1 1 loll 1 1 


1 fin 




Hs 9S262 


Homo s aniens mRNA' cDNA 

DKFZp434L235 (from clone DKF 


35 


HOOt 


^Af^AGGAGAGG 


1,00 


0 14 


Hs 92002 


guanine nucleotide binding protein (G 
protein), alph 




456R 


GAGAACTCCCC 


1 00 


0,14 


Hs.82001 


polycystic kidney disease 2 (autosomal 
dominant) -NO 


40 


4569 


TAGTTGCAAAT 


1,00 


0,14 


Hs.77311 


BTG family, member 3 




4570 


GATGCTAACCA 


1,00 


0,14 


Hs.76591 


KIAA0887 protein 




4571 


TACCTTTATTG 


1,00 


0.14 


Hs.75761 


SFRS protein kinase 1 


45 


4572 


ATCACAGGTGA 


1,00 


0.14 


Hs.7252 


KIAA1224 protein 






AACAAGTCTTT 


1,00 


0,14 


Hs.69851 


GAR1 protein 




4574 


TGGGGGTTTCC 


1,00 


0.14 


Hs.62954 


ferritin, heavy polypeptide 1 




40 (5 




1 00 


0 14 


Hs 5947 

1 1 W. W WW 1 


mel transformina oncoaene (derived from 

1 1 1 \* i If 1 Itf 1 VI ■ 1 III 1 \r9 1 WM W ■ ■ ^ *m \& www 9 f *r * ■ * 

cell line NK 


50 


4576 


GAGACTGCAAT 


1,00 


0,14 


Hs.5944 


solute carrier family 1 1 (proton-coupled 
divalent me 




4577 


TAAACAGGTGG 


1,00 


0,14 


Hs.5473 


ESTs, Moderately similar to 
ALUS HUMAN ALU SUBFAMILY 


55 


4578 


TCTGATCAGGA 


1,00 


0.14 


Hs.50441 


CGI-04 protein 




4579 


AAGAGACATAG 


1,00 


0.14 


Hs.46847 


TRAF and TNF receptor-associated 
protein 


60 


4580 


AAGAAGCGCAA 


1,00 


0.14 


Hs.46784 


potassium large conductance calcium- 
activated channe 




4581 


GCACCCAACAC 


1,00 


0.14 


Hs.4082 


llectin, galactoside-binding, soluble, 8 





65 



131 

NSDOCID: <OE_10100127A1_L> 



DE 101 00 127 A 1 















(galectin 8) 




4582 


AGGGACTTGTG 


1,00 


0,14 


Hs.29331 


carnitine palmitoyltransferase I, muscle 


5 


4583 


TTTGCAAAAAA 


1,00 


0,14 


Hs.286083 


ESTs 


4584 


TGTGTGTGTAA 


1,00 


0,14 


Hs.272328 


KRAB-zinc finger protein synten 




4585 


I I I GAG I IGI 1 


1,00 


0,14 


Hs. 24789 


ESTs 




4586 


AACTCTAAGGA 


1,00 


0,14 


Hs.238797 


ESTs 


10 


4587 


TGGTACTTCTC 


1.00 


0 14 


Hs 22353 

1 IW.<W^WWW 


ESTs Weaklv similar to AF1 **1RA 7 1 
CGI-89 orotein fH 




4588 


GGGTGAGGGGG 


1,00 


0,14 


Hs.21840 


Homo sapiens clone 24852 mRNA <;p- 
que nee 


15 


4589 


GCTATTTCCTA 


1,00 


0,14 


Hs. 199009 


Homo sapiens PCCX2 mRNA for protein 
containing CXXC 




4590 


GAGACGCATTT 


1,00 


0,14 


Hs.184585 


LIM domain only 2 (rhombotin-like 1) 




4591 


CTTGGTGCTGC 


1,00 


0,14 


Hs. 18 084 2 


ribosomal protein L13 




4592 


ACCCGGTACAG 


1,00 


0,14 


Hs.1 73381 


dihydropyrimidinase-like 2 


20 


4593 


TATCCTCTGGC 


1.00 

• | W W 


0.14 

w, « r 


Hs. 154085 


Homo SaDtens CDMA FLJ20290 fte rlnnp 

• iwniw wyj/ivi iw wfc^l^n 1 ^w&w&ww 1 IO| w'wl Iw 

HEP04540 




4594 


AAACACCAAAT 


1,00 


0,14 


Hs. 146388 


microtubule-associated protein 7 


25 


4595 


CCCAGCCACTT 


1.00 


0,14 


Hs.126701 


ribosomal protein S19 


4596 


GCAGTGCACTC 


1.00 


0,14 


Hs.123373 


ESTs Weaklv similar to ALU1 HUMAN 
ALU SUBFAMILY J S 


30 


4597 


GAAGGTTGTGG 


1,00 


0,14 

W| ~» 


Hs.12017 


KIAA0439 orotein' homoloa of veast 
ubiquitin-protein 


4598 


AAAGGCAGGAA 


1 00 

1 | WW 


0.14 


Hs 118152 

» tw» 1 » W 1 W<b 


ESTs 




4599 


TATCAGTGCCT 


1,00 


0 14 


Hs 117582 

1 »W» 1 • f WW^t 


CGI-43 orotein 

\* " W pf* w iw III 


35 


4600 


GCAAATGTACA 


1,00 


0,14 


Hs. 11238 


KIAA0622 orotein* Drosonhila "mnitinip 

i «innvv&& Vlblll, L^t V9Upi Ilia IIIUtllLJIw 

asters" (Mast 


4601 


CTTAGTCTAAA 


1,00 


0 14 


Hs. 108327 


damaae-SDecific DMA bindina nrotpin i 

W W 1 1 lw\^W v^vwlllw ±J 1 m* \ WII lull ly L/Iwlwlll 1 

(127kD) 




4602 


ATGAAATAGTA 


1 00 

1 , WW 


0 14 


Hs 107056 


CED-6 orotein 




4603 


GCTTGACATTG 


1.00 

I , w w 


0.14 

w, ■ -r 


Hs. 103352 


ESTs 


40 


4604 


GTTCCCTGGCC 


42.00 


0,94 


Hs.177415 


Finkel-Biskis-Reilly murine sarcoma virus 
(FBR-MuSV) 




4605 


CTG C AACCTAA 


3.00 


0.36 


Hs.50785 


SEC22 vesicle traffickinn nrnt#»in (R 

^ 1 vwwiwlw 11 Ql llwrvll |U Ul wiCII 1 I . 

cerevisiae)-l 


45 


4606 


TGTGGTGGTGT 


5.00 


0.46 


Hs.83422 


MLN51 protein 




4607 


GACAAAAAGTC 


2.00 


0,27 


Hs.9683 


arotein-kinase, interferon-inducible dou- 
Dle stranded 




4608 


ATCTATGACCC 


2.00 


0,27 


Hs.8179 


hypothetical protein, clone 2746033 


50 


4609 


TAACCGCAGAT 


2,00 


0,27 


Hs.74376 


olfactomedin related ER localized protein 




4610 


CCTGCCGTCGG 


2,00 


0,27 


Hs.130541 


KIAA1542 protein 




4611 


ACCTCCCACCC 


2.00 


0,27 


Hs. 11 8666 


Human clone 23759 mRNA ( partial cds 




4612 


GGGCCAATAAA 


8.00 


0.57 


Hs.78605 


DKFZP566I1024 protein 


55 


4613 


AAAAAACCCAA 


8.00 


0.57 


Hs.1 11680 


endosulfine alpha 




4614 


TTCAATAAAAA 


93.00 


1.16 


Hs. 177592 


ribosomal protein, large, P1 




4615 


TTCACTGCCGA 


5.00 


0.47 


Hs.78089 


ATPase. vacuolar, 14 kD 




4616 


GCTJ 1 tCAGAC 


4,00 


0,42 


Hs.78781 


vascular endothelial growth factor B 


fiO 


4617 


TAGTTGTAGGG 


4,00 


0,42 


Hs.5324 


hypothetical protein 




4618 


TTTGGTGTTTG 


4,00 


0,42 


Hs.1 1050 


F-box only protein 9 




4619 


TATCTTGCTTA 


3,00 


0,36 


Hs.96334 


ring finger protein 1 1 
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4620 


TATCTGGTCTT 


3,00 


0,36 


Hs.142258 


signal transducer and activator of tran- 
scription 3 ( 


4621 


GGCTGGGCCTG 


9,00 


0,59 


Hs.239782 


H. sapiens clathrin light chain b gene 


4622 


TGTCTGTGGTA 


5,00 


0,47 


Hs. 55296 


HLA-B associated transcript-1 


4623 


AGGGCTTCCAA 


104,00 


1,21 


Hs.29797 


ribosomal protein L10 


4624 


TATAGGCCGAA 


2,00 


0,28 


Hs. 92384 


vitamin A responsive; cytoskeleton re- 
lated 


4625 


ACTGTTCTCTT 


2,00 


0,28 


Hs.81360 


Human clone 23722 mRNA sequence 


4626 


TCCTTTGTGCC 


2,00 


0,28 


Hs.50252 


Homo sapiens HSPC283 mRNA, partial 
cds 


4627 


TTTATTGAATT 


2,00 


0,28 


Hs.43910 


CD164 antigen, sialomucin 


4628 


TATATGGATGT 


2,00 


0,28 


Hs.42758 


ESTs 


4629 


TCTAGTCACTG 


2,00 


0,28 


Hs.36565 


ESTs 


4630 


CAGCTCTTAGG 


2,00 


0,28 


Hs.22208 


Homo sapiens mRNA full length insert 
cDNA clone EURO 


4631 


GGACCTTGGAG 


3,00 


0,36 


Hs.78877 


inositol 1,4,5-trisphosphate 3-kinase B 


4632 


TATATTGATTG 


3,00 


0,36 


Hs.77054 


B-cell translocation gene 1, anti- 
proliferative 


4633 


ATTACAAACCT 


3,00 


0.36 


Hs.30376 


hypothetical protein 


4634 


CAGTGGGGTTA 


3.00 


0.36 


Hs.17138 


hypothetical protein FLJ20303 


4635 


CTCCTCACCTG 


47,00 


1,00 


Hs.242908 


lecithin-cholesterol acyltransferase 


4636 


TACATTGCTTT 


4,00 


0,42 


Hs.75104 


RNA-binding protein S1, serine-rich 
domain 


4637 


CTGGCTGCAAA 


14,00 


0,70 


Hs.1342 


cytochrome c oxidase subunit Vb 


4638 


GGTGGGGAGAT 


7,00 


0,54 


Hs. 157236 


membrane protein of cholinergic synaptic 
vesicles 


4639 


AAGCCTTGCTG 


6,00 


0,51 


Hs.6289 


growth factor receptor-bound protein 2 


4640 


TTAGGGAGGAG 


1,00 


0,14 


Hs.99995 


intercellular adhesion molecule 3 


4641 


GAAAAGCTCCT 


1,00 


0,14 


Hs. 99843 


DKFZP586N0721 protein 


4642 


GAAGGTCCTGC 


1,00 


0,14 


Hs.979 


pyruvate dehydrogenase (lipoamide) 
beta 


4643 


GATCTGAGGAG 


1,00 


0,14 


Hs. 96984 


Homo sapiens cDNA FLJ20335 fis, clone 
HEP11429 


4644 


ATGAAAAGTGC 


1,00 


0.14 


Hs.78743 


zinc finger protein 131 (clone pHZ-10) 


4645 


ATATGAAGCAT 


1,00 


0,14 


Hs.7862 


hypothetical protein FLJ20312 


4646 


GGAGGGACCCC 


1,00 


0,14 


Hs.78473 


N-deacetylase/N-sulfotransferase (hepa- 
ran glucosamin 


4647 


GGAGACTTCCT 


1,00 


0,14 


Hs. 77840 


annexin A4 


4648 


GCTCTGCCCTC 


1,00 


0,14 


Hs.68257 


general transcription factor IIF, polypep- 
tide 1 (74k 


4649 


AGGTGTCTTTG 


1,00 


0,14 


Hs.62264 


KIAA0937 protein 


4650 


AACAAATCCTT 


1,00 


0,14 


Hs.5169 


suppressor of G2 allele of SKP1, S. 
cerevisiae. homo 


4651 


CAGGCGTGCAC 


1,00 


0,14 


Hs.33818 


RecQ protein-like 5 


4652 


TATAAATTAAA 


1,00 


0,14 


Hs.30212 


thyroid receptor interacting protein 15 


4653 


ACACACAAAAA 


1,00 


0,14 


Hs.279949 


KIAA1007 protein 


4654 


AAGCAAGAATG 


1,00 


0,14 


Hs. 24684 


KIAA1376 protein 


4655 


ACTTAAGGTTG 


1,00 


0,14 


Hs. 236494 


RAB10, member RAS oncogene family 


4656 


GTGTCCTTGTC 


1,00 


0,14 


Hs. 226 138 


Homo sapiens mRNA; cDNA 
DKF2p566H2446 (from clon DK 
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4657 


CTCTCCTGCTC 


1.0C 


0,U 


Hs.21807 


PR domain containing 4 


4658 


\ GCCAAGTGAAC 


1.0C 


o,v 


Hs.20225 


tufteiin-interacting protein 


4659 


AGGCCCCAGGG 


1.0C 


> 0,1< 


\ HS.18766C 


) putative Rab5 GDP/GTP exchange 
factor homologue 


A CCD 

4ooC 


I AACAACi INC 


1.0C 


0,14 


Hs. 179902 


! Homo sapiens CTL1 qene 


4661 


GTAGTCCAAAC 


1.0C 


I 0,14 


Hs.178617 


r ESTs, Weakly similar to AF1 51 840 1 
CGI-82 protein [H 




o I GATGTCTGT 


1.0C 


I 0,14 


Hs.16402€ 


>ESTs 


4663 


GTCTACAATTG 


1.00 


I 0.14 


Hs. 161 554 


hypothetical protein FLJ20159 


4664 


ATAATTGACTA 


1,00 


0.14 


Hs. 15591 


COP9 subunit 6 (MOV34 homolog 34 
kD) 


4665 


TTGGTGAAGGA 


70,00 


1,12 


Hs.75968 


thymosin, beta 4, X chromosome 


4666 


GCTTGTTAAGA 


3.00 


0.36 


Hs.4113 


S-adenosylhomocysteine hydrolase-like 
1 


4667 


ATTGTGCTTGC 


3,00 


0,36 


Hs. 25 1531 


proteasome (prosome, macropain) sub- 
unit, alpha type, 


4666 


A /""^ AAAAAAAA 

AGGAAAAAAAA 


3,00 


0,36 


Hs. 180639 


EST 


4669 


GCTGGGAGGGG 


4,00 


0.42 


Hs.20733 


ESTs 


4670 


AGTGTGCGCTT 


2,00 


0,28 


Hs .83086 


Homo sapiens GT212 mRNA 


4671 


AACTTGGCTGT 


2,00 


0,28 


Hs.79107 


mitogen-activated protein kinase 14 


4672 


GGGGACTGGTG 


2.00 


0,28 


Hs. 155342 


protein kinase C, delta 


4673 


CCAGCTGCCAA 


10,00 


0,63 


Hs.2055 


ubiquitin-activating enzyme E1 (A1S9T 
and BN75 temp© 


4674 


AATAGGTCCAA 


57.00 


1,08 


Ms. 113029 


ribosomal protein S25 


4675 


TTGGCATTGTC 


3,00 


0,36 


Hs.250911 


Homo sapiens clone 23967 unknown 
mRNA, partial cds 


4676 


CCCCAGTTGCT 


36,00 


0.95 


Hs.74451 


calpain4, small subunit (30K) 


4677 


GCATAATAGGT 


90.00 


1,26 


Hs.184108 


ribosomal protein L21 (gene or pseu- 
dogene) 


4678 


CTCTGATGCAG 


2.00 


0,28 


Hs.80961 


polymerase (DNA directed), gamma 


4679 


GTCATTATGCT 


2.00 


0,28 


Hs.78305 


RAB2, member RAS oncogene family 


4680 


TAAACTGTTAA 


2.00 


0.28 


Hs.3491 


ribosomal protein S14 


4681 


CTAGCCAGCAG 


2.00 


0,28 


Hs. 24983 


hypothetical protein from EUROIMAGE 
2021883 


4682 


GCTAAACTCTG 


2.00 


0,28 


Hs.207409 


ESTs 


4683 


AGACGCTTCTG 


2.00 


0,28 


Hs.203772 


FSHD region gene 1 


4684 


GAICIGI 1 IC1 


2,00 


0,28 


Hs. 169743 


Homo sapiens clone 25121 neuronal 
olfactomedin relat 


4685 


CTGGCCTGTGT 


2.00 


0,28 


Hs.155191 


villin 2 (ezrin) 


4686 


GCIGI 1 lAAAA 


2,00 


0,28 


Hs. 154320 


ubiquitin-activating enzyme E1C (ho- 
mologous to yeast 


4687 


CCCTGTAATAA 


5,00 


0,47 


Hs.8518 


selenoprotein N 


4688 


TCTGGGGACGA 


5,00 


0,47 


Hs.74111 


RNA-binding protein (autoantiqenic) 


4689 


ATTTCTTGCCG 


5,00 


0,47 


Hs. 25682 


Homo sapiens HSPC262 mRNA, partial 
cds 


ACQf\ 

4oyu i 


l\l lAAAMt/AG 


1 Art 

3,00 


0,36 


Hs. 2 18329 


hypothetical protein 


4691 


CC 1 1 1 CAAGCA 


3,00 


0,36 


Hs.1 98899 < 


eukaryotic translation initiation factor 3, 
subunit 


4692' 


TAATCCCAGCA 


4.00 


0.42 


Hs.236710 


EST 


4693' 


TCTTCCCCAGT 


4,00 


0,42 


Hs.14231 


selenoprotein W, 1 
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4694 


TGCCTGCACCA 


41,00 


1,00 


Hs.1 35084 


cystatin C (amyloid angiopathy and 
cerebral hemorrha 




4695 


CCGTGGTCGTG 


10,00 


0.63 


Hs.99853 


fibrillarin 




4596 


GGGAAACCCTG 


5,00 


0,47 


HS.161137 


ESTs, Weakly similar to ALU2 HUMAN 
ALU SUBFAMILY SB 


5 


4697 


GCTTCTGCATA 


1,00 


0,14 


Hs 8886 


hypothetical protein FLJ20424 




4698 


GTTGCATTTTC 


1,00 


0,14 


Hs.81001 


F-box only protein 25 


10 


4699 


GTGATACGTTG 


1.00 


0,14 


Hs.80306 


Homo sapiens mRNA, clone:RES4-4 


4700 


CAGTTTGAAAT 


1,00 


0.14 


Hs.77256 


enhancer of zeste (Drosophila) homolog 
2 




4701 


CAGTGATTCCA 


1,00 


0,14 


Hs.75056 


adaptor-related protein complex 3, delta 
1 subunit 


15 


4702 


CATATTTGTGA 


1.00 


0,14 


Hs.6489 


dynactin p62 subunit 




4703 


TACATTTGCAA 


1,00 


0,14 


Hs.6349 


Human Chromosome 16 BAC clone 
CIT987SK-A-362G6 


20 


4704 


TAATTGCAGAT 


1,00 


0.14 


HS.4854 


cyclin-dependent kinase inhibitor 2C 
(p1 8, inhibits 


4705 


CCATCCGCAGG 


1,00 


0.14 


Hs.4437 


ribosomal protein L28 




4706 


CAATGGAGCTT 


1.00 


0,14 


Hs. 30925 


hypothetical protein FLJ10199 




4707 


TTGTACCACCT 


1.00 


0.14 


Hs.29024 


ESTs 


25 


4708 


GCCTCCAGATT 


1.00 


0.14 


Hs.278355 


ESTs 




4709 


TAAAATAAAAG 


1.00 


0,14 


Hs.271277 


hypothetical protein from EUROIMAGE 
363668 


30 


4710 


GTATGGACTAT 


1,00 


0,14 


Hs.268012 


fatty-acid-Coenzyme A ligase, long-chain 
3 


4711 


AACCTGTTCTA 


1,00 


0,14 


Hs.26761 


DKFZP586L0724 protein 




HI IC 


TGTGGCCCACC 


1 00 


0,14 


Hs.250870 


mitogen-activated protein kinase kinase 
5 


35 


4713 


TTTGTGGTCAA 


1.00 


0,14 


Hs.244099 


EST, Weakly similar to EF2 HUMAN 
ELONGATION FACTOR 2 




4714 


AC AT I 1 11 AAC 


1.00 


0,14 


Hs.177516 


high density lipoprotein binding protein 
(vigilin) 


40 


4715 


TGCCCCGCACT 


1,00 


0,14 


Hs.169119 


ESTs 




4716 


CCTGGGGGCCG 


1.00 


0,14 


Hs.168157 


nuclear transcription factor Y, gamma 




4717 


GATTTAAATCA 


1.00 


0,14 


Hs. 168005 


transcriptional intermediary factor 1 
gamma 


45 


4718 


AGCCCTGGCTG 


1.00 


0,14 


Hs. 15896 


pericentrin 




4719 


GGCGCACTCTG 


1,00 


0,14 


Hs.1 51903 


Homo sapiens clone 24706 mRNA se- 
quence 




4720 


CAGGAGAACTG 


1,00 


0,14 


Hs. 150614 


ESTs, Weakly similar to ALU4_HUMAN 
ALU SUBFAMILY SB2 


50 


4721 


AAAACTTTTGT 


1,00 


0,14 


HS.126219 


hypothetical protein FLJ20081 




4722 


AACTCTCAATG 


1.00 


0,14 


Hs.12150 


retinal short-chain dehydro- 
genase/reductase retSDR2 


55 


4723 


AGGAAACTGGG 


1,00 


0,14 


Hs.11955 


B9 protein 




4724 


1 1 1 IGCAACAA 


1,00 


0.14 


Hs.1 18739 


ESTs. Weakly similar to JC2473 doc2 
protein - humanO 




4725 


GGAAAATTGGT 


1.00 


0.14 


Hs.1 15740 


KIAA0210 gene product 


60 


4726 


GAACTGTGAGT 


1.00 


0.14 


Hs. 110044 


ESTs 




4727 


TACACCAGCAA 


1,00 


0.14 


Hs.1 05887 


ESTs, Weakly similar to Homolog of rat 
Zymogen granu 
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4726 


TGCAGCACGAG 


18.0C 


) 0,7£ 


iHs.11030S 


J major histocompatibility comdex class I 


472S 


CTGGATGGGCA 


6.0C 


) 0,52 


! Hs.44017 


SIR2 (silent mating type information 
regulation 2, S 


473C 


CAGGGAGCGCC 


3.0C 


0,36 


> HS.8657 


TPA inducible qene-1 


4731 


CGTGTGCCTGT 


3.0C 


0,36 


i Hs.74649 


cytochrome c oxidase subunit Vic 


4732 


TTCTCTCCACA 


2,0C 


0.2£ 


I Hs.94446 


polyamine-modulated factor 1 


4733 


CCCCATACTAC 


2.0C 


0.2C 


\ Hs.57652 


EGF-like-domain, multiple 2 


4734 


TTGTAATAAAA 


2.0C 


I 0,28 


I Hs.283429 


I SMC (mouse) homoloa X chromosome 


4735 


TTTACAAATAA 


2.0C 


I 0,28 


Hs.23480 


KIAA0493 protein 


4736 


TTAACCCTCTA 


8.0C 


I 0.58 


Hs. 180877 


H3 histone, family 3B (H3.3B) 


4737 


AAGGTAG CAGA 


8.0C 


0,58 


Hs.104125 


adenylyl cyclase-associated protein 


4738 


GACCTCCTGCC 


3,00 


0,36 


Hs.89449 


mitogen-activated protein kinase kinase 
kinase 1 1 


4739 


TTACCATATCA 


39,00 


1,02 


Hs. 177461 


ribosomal protein L39 


4740 


AAATACAGCAG 


4,00 


0,43 


Hs. 182429 


protein disulfide isomerase-related pro- 
tein 


4741 


CCCGTCCGGAA 


145,00 


1,66 


Hs. 180842 


riDosomai protein L13 


4742 


TTGAGCCAGCC 


11.00 


0.66 


Hs.91142 


KH-type splicino reaulatorv orotein 
(FUSE binding pr 


4743 


CCTGAGGTCAG 


2,00 


0,28 


Hs.95196 


ESTs, Weakly similar to T20B12.3 
[C.elegans] 


4744 


TAACATTGGTG 


2,00 


0,28 


Hs.79306 


eukaryotic translation initiation factor 4E 


4745 


GTAGAAAAAAA 


2,00 


0,28 


Hs.78890 


numb (Drosophila) homolog 


4746 


GGGCTCTGAGC 


2,00 


0,28 


Hs.6770 


XAT-like lysophospholipase 


4747 


CI I IK CAY CAT 


2,00 


0,28 


Hs.3726 


x 003 protein 


4748 


TCACTGATCTT 


2.00 


0,28 


Hs.3491 


ribosomal protein S14 


4749 


GCTGGAATAAA 


2,00 


0,28 


Hs.27728 


hypothetical protein FLJ2021 1 


4750 


TTGGCCGGGCT 


2,00 


0,28 


Hs.248488 


EST 


4751 


AAAGTCTAGAA 


15.00 


0,75 


Hs.82932 


cyclin D1 (PRAD1: parathyroid 
adenomatosis 1\ 


4752 


UAGC I I I I GAA 


3,00 


0,37 


Hs. 180638 


Homo sapiens cDNA FLJ11066 fis, clone 
PLACE 1004885 


4753 


TCCTAGCCTGT 


4,00 


0,43 


Hs.74711 


splicing factor similar to dnaJ 


4754 


(JCIGAAAI I IG 


5,00 


0,48 


Hs.77492 


heterogeneous nuclear ribonucleoprotein 
AO 


4755 


TTAATCCTAAA 


5.00 


0,48 


Hs. 150741 


2\3'-cyclic nucleotide 3' phosphodi- 
esterase 


4756 


AlAAnCIT IG 


93,00 


1,44 


Hs.539 


ribosomal protein S29 


4757 


ACAI I ICAI I I 


1,00 


0,14 


Hs.8966 


integral membrane protein 1 


4758 


TCCAGGGCCGC 


1,00 


0,14 


HS.B4128 


ESTs, Weakly similar to S57447 HPBRII- 
7 protein - hu 


4759 


GAACCACAGGA 


1.00 


0,14 


Hs.80042 

( 


dolichyl-P-Glc:Man9GlcNAc2-Pp. 
dolichylglucosyltransf 


4760 


AATATTTAGTG 


1,00 


0,14 


Hs.75133 I 
1 


transcription factor 6-like 1 (mitochondrial 
ranscr 


4761 i 


AC I I I I I GGC I 


1,00 


0.14 


Hs.6968 1 


<IAA1460 protein 


4762 < 


GAAGCAAAAAA 


1.00 


0,14 


Hs.6278 1 


DKF2P586B1621 protein 


4763 


GCCGCTGCCAG 


1,00 


0.14 


Hs.6162 f 


<IAA0771 protein 


4764 < 


CTCAGAACACT 


1,00| 0,14 


Hs.5309 |ESTs 
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4765 


ATGb It I 1 o 


1 nn 
1 ,uu 


n ia 


nS.ODDDO 


to 1 S 




4766 


1 1 1GI 1 I 1 IAI 


1,00 


0,14 


Hs.3622 


procollagen-proline, 2-oxoglutarate 4- 
uiUAyycnaoc 




A7K7 
4 f O ( 


Af^TAPPTTATA 


1 00 


0 14 


Hs 279898 




> 


4 / uo 


C C TG AAAAAAA 


1 00 


0 14 


Hs 279380 


PR01578 nrotein 




4 / D3 




1 00 


0 14 


Hs 273230 


hvnothetiral orntpin Fl HHfl^n 




4 i / u 


TrAGACTAGTT 


1 00 


0,14 


Hs 268012 


fattv-acid-Coenzvmp A liaac.p Innn-rhain 
3 




4771 


TCTGGCAAAGA 


1,00 


0,14 


Hs.267831 


Rho GTPase activating protein 5 




A770 
4 / f Z 




1 00 

1 1 \J\J 


0 14 

U, It 


Hs 241576 


hvnnthptiral nrntpin PRP)9^77 




4773 


Gl ICAI 1 1 IGA 


1,00 


0,14 


Hs.234149 


hypothetical protein FLJ20647 




4f /4 


TTA AA^A/^PPfi 


1 no 


n 14 


MO- aIavw 1 OO 




15 


4/ f O 


OA A 1 f IPPPAf^ 

bnn 1 1 1 UUUno 


1 nn 


n 14 

U, 14 


noxioo 






4776 


AAAAATAAAGA 


1,00 


0,14 


Hs.19414 


ESTs. Weakly similar to INI7_HUMAN 

INTFRFFRON-A! PHA 




47 f f 


A rTTTTT 
bUnnU 1 1 1 1 1 O 


1 on 


n 14 


no. 1 0033*t 


piulclll piluopr idldoc 1, Udldiyuc oUUUnil, 

alnha isof ■ 


20 


4/ f 0 




1 nn 


n 1*1 

U, 14 


no. 10040/ 


intprfpmn QtimiilatPrt npnp ^n^^^^ 

IMLCIICfWII OLII I lUlOlCVJ yCHC \4^.\Jr^U) 




4779 


TGCAACTACAA 


1,00 


0,14 


Hs.182278 


calmodulin 2 (phosphorylase kinase, 
oeitaj 


25 


4780 


GGCCTGGAATT 


1,00 


0,14 


Hs.171566 


hypothetical protein 




4781 


TATTCCTGTGA 


1,00 


f\ A A 

0,14 


Hs. 168075 


karyopherin (importin) beta 2 




4782 


ATGCCCAATGT 


1,00 


r\ a a 

0,14 


Hs. 155396 


nuclear factor (erythroid-derived 2)-like 2 




4783 


A A A "T" A A A A A /""* 

GAAATAAAAAO 


i ,uu 


U, 14 


ns. 104100 


myosin, ngni poiypepuae 4, aiKaii, ainai, 

ci i iwi ywii 


30 


4/0** 


PPPTTTPTAAT 




0 14 


Hs 149957 

119. ItSwwi 


rihnsnmal nrotein S6 kinase 90kD 
DolvDeDtide 1 




4785 


CAI 1 1 IAC1GG 


1,00 


0,14 


Hs.147189 


HYA22 protein 


35 


4/00 




1 nn 


n 14 

U, 14 


He 14fi^94 






J707 

4787 


1111 AT 1 AAAo 


1 nn 
i ,UU 


n 14 

U,14 


ns.i uoou4 


nypoineucoi proicin rLJ4u i io 




4788 


AAGTGGAATAA 


1,00 


0.14 


Hs.1 05850 


KIAA0404 protein 




4789 


GATCTCACTGT 


4 Art 

1,00 


r\ a a 

0,14 


Hs. 105235 


l/IA AAj("77 mama HrA<Jii/a 

KIAA0477 gene product 




4790 


GAGACTCCTGC 


10,00 


0,65 


Hs. 169902 


solute carrier family 2 (facilitated glucose 
trans po 




4791 


TGCACTTCAAo 




n 7H 

0,71 


MS. /0440 


orAKU-iiKe i imasiy, nevinj 




4792 


AAA O A A A f^T - /""* f*"^ 

AAAoAAAo 1 oo 


<^ nn 


n 


ns.ioioio 


mannosyi ^aipna- i,o-^-giycoproicin ueia- 
1,2-N-acetyl 


45 


>l "70.0 


1 LUA 1 U 1 o 1 lu 


a nn 


n a*x 




cv/nriorsn Z ^amr\Ki/"il\//*iin rvi iHAr , £in\ 




4794 


ATCCACCCGCC 


3,00 


0,37 


Hs.251337 


ESTs 




47yo 


rTPPTTPPT^A 


9 nn 


n or 


Ue 7flQ91 
no. f 1 


A Uina^P /PR^A\ anrhnr nrntpi'n 1 


50 


4790 


1 1 I A 1 1 wv\ 


9 nn 


n 9fl 


u c cooo 
no.ouAC4 


Ic^llfi, ilialiilwoC "Ullivjiiiy, i 




4797 


ACTCACGA 1 1 o 


o nn 
^,UU 


n 

U,40 


nS.4t)l4 


rnannosiaase, atpna, ciasa id, rnemuer 

1 
i 




4796 


ooA 1 o 1 bbnoo 


9 nn 


n 9fl 

U,4u 


Mc 7i^n^ 
rid.o i ouu 


Udriduuuiii iif\c ciiiidnucf o(j*u j, iiu* 

molog of Dros 


55 


4799 


AATTCCCGTCC 


2,00 


0.28 


Hs. 18349 


HSPC145 protein 




4800 


AGCACATTTGA 


8,00 


0.59 


Hs.80562 


gelsolin (amyloidosis, Finnish type) 




4801 


CACTACACGGG 


6.00 


0.53 


Hs.227729 


FK506-binding protein 2 (13kD) 


rto 


4802 


GTTCAAAGACT 


3.00 


0.37 


Hs.75260 


mitogen inducible 2 




4803 


CTCAAGCACCA 


3.00 


0,37 


Hs.279652 


CGI-28 protein 
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ARf\* 


AOOAU 1 IATCC 


3,0( 


0,3' 


7 Hs.249S8: 


cathepsin B 




*tOU* 


5 bAUAIAAATCC 


5,0( 


) 0,41 


Hs.10928< 


Nef-associated factor 1 


5 


*tOUC 


) 1 1 1 ooTG 


2,0( 


) 0,2t 


Hs.3074 


ESTs, Weakly similar to KIAA0386 
[Ksapiens] 






i\ \ 1 ILI 1 oo 


2.0C 


) 0,2{ 


Hs.279607 


r calpastatin 




**ouc 


ol 1 U 1 o 1 AAGC 


2,0( 


) 0,2f 


Hs.26814« 


) putative methyltransferase 


IU 


480$ 


GTGAGACCCCC 


2.0C 


) 0,2{ 


Hs.23598S 


EST 




AO a r 

481C 


Clij] IAAIAAA 


2.0C 


) 0.2£ 


Hs.1 9500 


nuclear localization signal deleted in 
velocardiofac 




4ol 


<j 1 1 CiAli IAACA 


2.0C 


1 0.2E 


Hs.184776 


ribosomal protein L23a 


15 


4812 


! CAACTTTAGGG 


2.0C 


1 0,2£ 


I Hs.1 70311 


heterogeneous nuclear ribonucleoprotein 
D-like 




4813 


GC 1 ACTA! IAG 


2,00 


0,26 


Hs. 154443 


minichromosome maintenance deficient 
(S. cerevisiae) 


20 


4814 


ATGTGAAGAAT 


2,00 


0,28 


Hs. 13662 


Homo sapiens clone 25036 mRNA se- 
quence 




4815 


ACCTGCCCCTC 


2,00 


0,28 


Hs. 125262 


DKF2P586G1624 protein 




4816 


CCTGTCCTGCA 


7,00 


0,57 


Hs.11417 


Rab acceptor 1 (prenvlated) 


25 


4817 


CCTTTGTAAGT 


5.00 


0,49 


Hs.78465 


v-jun avian sarcoma virus 17 oncogene 
homoloa 




4818 


AAliUAUCJ Nil 


12.00 


0.71 


Hs. 109051 


glycoprotein, synaptic 2 




4819 


ATCGGGCCCGG 


10.00 


0,66 


Hs.27441 1 


SCAN domain-containing 1 


30 


4820 


AAAAATAAAGC 


3.00 


0.37 


Hs.85100 


WD repeat domain 1 




4821 


ACTGATCTGCA 


3,00 


0.37 


Hs.264190 


vacuolar protein sorting 35 (yeast ho- 
molog) 




A Oil 

4822 


TOTOTO /"* A AAA 

TCTCTGCAAAA 


3,00 


0,37 


Hs.25489 


lypothetical protein FLJ20640 


35 


4823 


AGCCTGGACTG 


7,00 


0,57 


Hs.90107 


cell membrane glycoprotein, 110000M(r) 
(surface anti 




4824 


CCCCGCCAAGT 


8,00 


0,60 


Hs.169718 


calponin 2 




4825 


TCAAAAAAAAA 


11,00 


0,69 


Hs.200188 


deleted in lung and esoDhaaeal cancer 1 




4826 


TTATAACTGAA 


7,00 


0.57 


Hs.79933 


cyciin l 


40 


4627 


TGCTGCCTCAG 


2.00 


0,26 


Hs.30792 1 


hook2 protein 




4828 


CTAGTCACTTC 


2,00 


0.28 


Hs. 18057" 


ranulin 




4829 


AATGAGCAACT 


2.00 


0.28 


Hs.1 71 8f. 


uanylate binding protein 2, interferon- 
;ducib3e 


45 




uAATTCCTTCA 


2,00 


0,28 


Hs. 170038 


KIAA0372 qene product 




4831 


AGCTGGGATGG 


2,00 


0,28 


Hs.15898 


peroxisomal 2,4-dienoyl-CoA reductase 




4832 


CCACGTGGCTG 


2,00 


0,28 


Hs.148932 


semaphorin Rs, short form 




4833 


GCaCcttciGg 


2,00 


0,28 


Hs.1 32744 


lypothetical protein 


50 


4834 


cccrGr i i it r 


1.00 


0,15 


Hs.92030 


ESTs 




483b 


1 1 1 1 ICMCA 


1.00 


0.15 


Hs.8262 I 


ysosomal-associated membrane protein 


i 


4836 


TTCTAGACCAT 


1,00 


0.151 


Hs.78946 ( 


:ullin 3 


55 i 


4837 


A AN A ^^^^ AAA ^^^^ 

GAGATGAAATG 


1,00 


0,151 


^.75939 i 


jridine monophosphate kinase 


i 


4838 4 


GTCTGTGTATG 


1.00 


0.151 


Hs.7481 I 
c 


=STs, Weakly similar to similar to mito- 
*nonanai RNA 


i 


1839 < 


~CAAGAGGAAA 


1,00 


0.15 I 


Hs. 74649 c 


:ytochrome c oxidase subunit Vic 


m i 


1840 > 


\ATCAAGGTGT 


1,00 


0,15 


Hs.73287 \ 


CIAA1235 protein 


t 


1841 ( 


XCTGAGGCCA 


1,00 


0.15 


Hs.6607 ^ 

c 


Homo sapiens mRNA; cDNA 
)KFZp566F164 (from clone DKF 
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4842 


TCTGAAGACTT 


1,00 


0,15 


Hs.5548 


f-box and leucine-rich repeat protein 5 




4843 


TTGGATATGTG 


1,00 


0,15 


Hs.554 


Sjogren syndrome antigen A2 (60kD, 
ribonucleoprotein 




4844 


CATTGTCTTCA 


1,00 


0,15 


Hs.5054 


CGI-133 protein 




4845 


TGTGAAGATTA 


1,00 


0.15 


Hs. 44829 


ESTs 




4846 


AAGTGAAGAGC 


1,00 


0,15 


Hs.31945 


hypothetical protein FLJ 11071 




4847 


TCGTCCTAGAA 


1,00 


0.15 


Hs.286217 


KIAA0685 gene product 


10 


4848 


ACTGATAACAG 


1,00 


0.15 


Hs.27182 


phospholipase A2-activating protein 


4849 


AIM IC5GAITC 


1,00 


0.15 


Hs.26812 


ESTs 




4850 


CAGTGCCCAAC 


1,00 


0.15 


Hs.26409 


ESTs 




4851 


CATTGGTAGAA 


1,00 


0.15 


Hs.250911 


Homo sapiens clone 23967 unknown 
mRNA, partial cds 


15 


4852 


TGAAAATCAAA 


1,00 


0,15 


Hs.239489 


TIA1 cytotoxic granule-associated RNA- 
binding protei 




4853 


AGGCTGCGGTG 


1,00 


0,15 


Hs.209646 


KIAA1118 protein 




4854 


TAACTCCATTG 


1,00 


0,15 


Hs. 19822 


SEC24 (S. cerevisiae) related gene 
family, member D 


20 


4855 


CCGCCCTTCGG 


1,00 


0.15 


Hs. 180677 


zinc finger protein 162 




4856 


ACTTAACATTT 


1,00 


0,15 


Hs.1 80532 


heat shock 90kD protein 1 , alpha 




4857 


AGGCTTCTAGC 


1,00 


0.15 


Hs. 17757 


Homo sapiens mRNA; cDNA 
DKFZp434E1515 (from clone DK 


25 


4858 


GTGACTGCCAG 


1.00 


0.15 


Hs. 177536 


metallocarboxypeptidase CPX-1 




4859 


ATTAGTCAGAA 


1,00 


0.15 


Hs.1735 


inhibin, beta B (activin AB beta polypep- 
tide) 


30 


4860 


TTAACACTGTG 


1,00 


0.15 


Hs. 172069 


DKFZP434C21 2 protein 




4861 


AATTACCAAAG 


1.00 


0.15 


Hs.170218 


KIAA0251 protein 




4862 


GTATCTTAATA 


1,00 


0.15 


Hs. 155489 


NS1 -associated protein 1 




4863 


TGTTCTCAAGT 


1,00 


0.15 


Hs. 154396 


ESTs 


35 


4864 


CCTAAGGGAGA 


1.00 


0,15 


Hs.1 53022 


TATA box binding protein (TBP)- 
associated factor, RN 




4865 


TCTCCACGAAG 


1,00 


0.15 


Hs.1 49570 


actin related protein 2/3 complex, subunit 
4 (20 kD) 


40 


4866 


GTTTGGATCTG 


1,00 


0.15 


Hs.1 18836 


myoglobin 




4867 


TAAGATTAGAA 


1,00 


0.15 


Hs.1 18631 


timeless (Drosophila) homolog 




4868 


TATTTGCTACA 


1.00 


0.15 


Hs.1 02548 


glucocorticoid receptor DNA binding 
factor 1 


45 


4869 


GTGGATGGACT 


3.00 


0.37 


Hs.6418 


seven transmembrane domain orphan 
receptor 




4870 


GGGAATAAACC 


3,00 


0,37 


Hs.3828 


mevalonate (diphospho) decarboxylase 




4871 


ATCAGTGTGCA 


3.00 


0,37 


Hs. 194662 


calponin 3, acidic 


50 


4872 


GCCATAAAATG 


3,00 


0,37 


HS.1 908 


proteoglycan 1, secretory granule 




4873 


AAGTTGCTATT 


23.00 


0.92 


Hs.78575 


prosaposin (variant Gaucher disease and 
variant meta 




4874 


CTCATAGCAGT 


14,00 


0,76 


Hs.1 19252 


tumor protein, translationally-controlled 1 


55 


4875 


GGCTGAGAATG 


6.00 


0.54 


Hs.1 06845 


ESTs, Weakly similar to ALU6 HUMAN 
ALU SUBFAMILY SP 




4876 


GGATGTGAAAG 


9,00 


0.64 


Hs.1 77543 


antigen identified by monoclonal antibod- 
ies 12E7, F2 


ft) 


4877 


TTACACCTGTG 


2,00 


0.29 


Hs.82794 


centrin, EF-hand protein, 2 




4878 


CCACCTGCTTT 


2,00 


0.29 


Hs.7367 


Homo sapiens glucocorticoid receptor 
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AF-1 coactivato 


s 


4879 


AGCACTGTACT 


2.0C 


0,2S 


Hs.6375 


uncharacterized hypothalamus protein 
HT010 




4880 


CCCGGCTCCTC 


2,0C 


0,29 


Hs.31608 


hypothetical protein FLJ20041 




4881 


Gl I I ICCIGAA 


2,0C 


0,2S 


Hs.31595 


ESTs 




4882 


TGCCTCCCATC 


2,0C 


0,29 


Hs.2437 


eukaryotic translation initiation factor 2B t 
subunit 


ID 


4883 


GTGACGTGCAC 


2.0C 


0,29 


Hs.207390 


ESTs, Moderately similar to 
ALUS HUMAN ALU SUBFAMILY 




4884 


GCTTGGCTCCC 


2.0C 


0,29 


Hs. 175260 


EST 


15 


4885 


GGGGGCAGGTC 


2,00 


0,29 


Hs. 107374 


chromobox homolo<j 6 




4886 


CI I 1 I IGIGCC 


8,00 


0.61 


Hs 182238 


GW128 protein 




4887 


GAAGCAGGACC 


67,00 


1,46 


Hs. 180370 


cofilin 1 (non-muscle) 




4888 


TTGTGATGTAA 


4,00 


0,44 


Hs.6975 


PR0 1073 protein 


20 


4889 


AAGCGGGACCT 


4,00 


0,44 


Hs. 153436 


N-acetyltransferase, homolog of S. cere- 
visiae ARD1 




4890 


Gil ICIAICAA 


4,00 


0,44 


Hs. 12540 


lysophospholipase I 




4891 


GAGATCCGCAA 


8,00 


0,62 


Hs.75348 


proteasome (prosome, macropain) acti- 
vator subunit 1 


25 


4892 


ACAAAATAAAA 


3,00 


0,38 


Hs. 83469 


nuclear factor (erythroid-derived 2)-like 1 




4893 


CATTGCAGGAT 


3,00 


0,38 


Hs.4288 


hypothetical protein DKFZp434K046 




4894 


GTCCCTCTCAA 


2,00 


0,29 


Hs.92198 


calcium-regulated heat-stable protein 
(24kD) 


30 


4895 


TGAACAGTAAT 


2,00 


0,29 


Hs.80120 


UDP-N-acetyl-alpha-D- 
galactosaminerpolypeptide N-ace 




4896 


TCCAGAATCCT 


2,00 


0,29 


Hs.7764 


KIAA0469 gene product 




4897 


AACAACTGGCT 


2,00 


0,29 


Hs.75243 


bromodomain-containing 2 


35 


4898 


CAGGTCAAGAA 


2,00 


0,29 


Hs. 179565 


minichromosome maintenance deficient 
(S. cerevisiae) 




4899 


CTGCCTCCGTG 


2,00 


0,29 


Hs. 12851 


ESTs, Weakly similar to PSS1 HUMAN 
PHOSPHATIDYLSERIN 


40 


4900 


ATTACACCACG 


2.00 


0,29 


Hs.107014 


membrane interacting protein of RGS16 




4901 


TACCTGCAGAA 


2,00 


0.29 


Hs. 100000 


S100 calcium-binding protein A8 (cal- 
granulin A) 




4902 


CCAAATGATGA 


1,00 


0.15 


Hs.99519 


ESTs 


45 


4903 


TCACGCGCTCC 


1.00 


0.15 


Hs.93231 


ESTs 




4904 


CTGGGATGCAG 


1.00 


0,15 


Hs. 89434 


drebrin 1 




4905 


CAACTATCCGT 


1.00 


0,15 


Hs.87595 - 


translocase of inner mitochondrial mem- 
brane 22 (yeas 


50 


4906 


GCTTCATCAGA 


1.00 


0,15 


Hs.76272 


retinoblastoma-binding protein 2 




4907 


ATACACTTTGT 


1,00 


0,15 


Hs.75193 


COP9 homolog 




4908 


GCTTGGAGTTA 


1,00 


0,15 


Hs.64322 


hypothetical protein FLJ10913 




4909 


GGGGCAGAGAG 


1,00 


0.15 


Hs.6396 


jumping translocation breakpoint 


55 


4910 


GAAGCAAGAAA 


1,00 


0.15 


Hs.6278 


DKFZP586B1621 protein 




4911 


TTGAAGTCAAA 


1,00 


0,15 


Hs.3260 


presenilin 1 (Alzheimer disease 3) 




4912 


T<jCAUo 1 ACT G 


1,00 


0,15 


Hs.278027 


LIM domain kinase 2 




4913 


GGGGAAATTGG 


1,00 


0.15 


Hs.265960 


hypothetical protein FLJ 10563 


ft) 


4914 


GAAATCCCAAT 


1,00 


0,15 


Hs.24125 


putative zinc finger protein 




4915 


GGAAGAAGAAA 


1,00 


0,151 


Hs.240062 I 


lypothetical protein 




4916 


GAGGAGGTGGA 


1,00 


0,15 I 


Hs.22466 i 


jbiquitin specific protease 19 
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4917 


TAGAAATGTTC 


1,00 


0,15 


Hs.20985 


sin3-associated polypeptide, 30kD 




4918 


ATGACTGCTGT 


1,00 


0.15 


Hs. 19525 


ESTs 




4919 


GCATTCGCAGT 


1,00 


0,15 


Hs. 183842 


ubiquitin B 




4920 


TTACACAGACT 


1,00 


0,15 


Hs. 182447 


heterogeneous nuclear ribonucleoprotein 
C (C1/C2) 




4921 


CTGGGAGGGAG 


1,00 


0.15 


Hs. 154304 


Homo sapiens chromosome 19, BAC 
282485 (CIT-B-344H19 




4922 


TTGTGTTCTTT 


1,00 


0,15 


Hs. 12305 


DKFZP566B183 protein 


10 


4923 


I 1 1 I ICCITAA 


1,00 


0,15 


Hs.111911 


ESTs 




4924 


AGCAGCCTTTT 


1,00 


0,15 


Hs. 10496 


craniofacial development protein 1 




4925 


ATCCATCTGTG 


4,00 


0.45 


Hs.63525 


poly(rC)-binding protein 2 




4926 


CTTCTACTAAT 


6,00 


0,55 


Hs.1 09857 


Homo sapiens mRNA; cDNA 
DKFZp434H0820 (from clone DK 


15 


4927 


CGCGTGCACAC 


4,00 


0.45 


Hs.1 04640 


HIV-1 inducer of short transcripts binding 
protein 




4928 


GTAGCAGGGCT 


3,00 


0.38 


Hs.32797 


ESTs 


20 


4929 


TGCAGAACGGC 


3,00 


0.38 


Hs.20776 


CGI-91 protein 




4930 


TCTGCAATGAA 


7,00 


0,59 


Hs.8170 


hypothetical protein 




4931 


TGAGTGGACAG 


4,00 


0.45 


Hs.3743 


ESTs, Weakly similar to A28996 proline- 
rich protein 


25 


4932 


CCAGGCTGCGT 


4,00 


0.45 


Hs.1 49846 


integrin, beta 5 




4933 


TTTCTGCTCCT 


4,00 


0.45 


Hs.1 08 124 


ribosomal protein L41 




4934 


CTTTGCACTCT 


2,00 


0,29 


Hs.78869 


transcription elongation factor A (Sll) ( 1 




4935 


GCTGTATAATT 


2,00 


0.29 


Hs.74170 


metallothionein 1E (functional) 


30 


4936 


GGTTGAGTGTG 


2,00 


0,29 


Hs.20529 


ESTs, Weakly similar to ubiquitous TPR 
motif, Y isof 




4937 


TACAGTTCCCT 


2,00 


0.29J 


Hs.20013 


DKF2P564O2082 protein 




4938 


CCACI 1 1 1 IAA 


2,00 


0.29 


Hs.1 6492 


DKFZP564G2022 protein 


35 


4939 


GATCCGCTCTA 


2,00 


0.29 


Hs.1 1615 


map kinase phosphatase-like protein 
MK-STYX 




4940 


Gl 1 1 ICCGGTT 


2,00 


0,29 


Hs.1 11449 


CGI-94 protein 




4941 


AGTATGCCACT 


2,00 


0,29 


Hs.1 10418 


ESTs 


40 


4942 


CAAGCAGGACA 


7,00 


0,59 


Hs.179516 


integral type I protein 




4943 


GCCGTGAGCAG 


3.00 


0.38 


Hs.266514 


hypothetical protein FLJ11342 




4Q44 


GAGTGAGACCC 


10,00 


0.70 


Hs.1 25359 


Thy-1 cell surface antigen 




4945 


ACCTCAGGAAA 


15,00 


0,84 


Hs.177516 


high density lipoprotein binding protein 
(vigilin) 


45 


4946 


GGGCTGGGGTC 


100.00 


2,07 


Hs.1 83698 


ribosomal protein L29 




4947 


GACTCGCCCAC 


3,00 


0,39 


Hs.77171 


minichromosome maintenance deficient 
(S. cerevisiae) 


50 


4Q48 


GGACTTTCCTT 


3.00 


0,39 


Hs.75789 


N-myc downstream regulated 




4949 


TGAAAACTACT 


2,00 


0,29 


Hs.914 


major histocompatibility complex, class 
II. DP alpha 




4950 


CTATGTGTTAC 


2.00 


0.29 


Hs.74578 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 9 (RNA 


55 


4951 


7GGGI 1 1 I'AAA 


2.00 


0,29 


Hs.63525 


poly(rC)-binding protein 2 




4952 


CATTTAGATTT 


2.00 


0,29 


Hs.3566 


ART-4 orotein 




4953 


CCTGGAATCCC 


2.00 


0,29 


Hs.270605 


ESTs, Weakly similar to alternatively 
spliced produc 


(4) 


4954 


TGAATGATTTT 


2.00 


0,29 


Hs.1 52707 


glioblastoma amplified sequence 
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4955 


GCCAGAAGGGG 


1.0C 


» 0,15 


> Hs. 90825 


ESTs 


s 


4956 


AAGAAATGCAA 


1,00 


0.15 


Hs.8984 


Homo ssDiens chromosnmp 14 rap 

i iwiiiw wm^/iviim wl II wl 1 1 w w wl 1 1 C 1 *t Or\\»s 

98L12 




4957 


CICI IAI I ICA 


1,00 


0,15 


Hs. 89072 


ESTs 




4958 


TGTGTGTTAGC 


1,00 


0,15 


Hs.76297 


G protein-couDled receDtor kinase 6 

f * -»r»^r»« i wwp^iwi ■ WWwWAwl IMI IlltfC W 




4959 


ACCGCACAAAT 


1,00 


0.15 


Hs.75232 


SEC14 (S. cerevisiaeMike 1 


10 


4960 


IGGCCCI I ICA 


1 00 

• , W W 


0.15 


Hs 70838 

f IW»* WWWW 


h\/DOfh@fical nrntpin PROn07l 




4961 


GLSCI I IGIACG 


1,00 


0,15 


Hs 49282 

1 lw>^fWfcW& 


hVDOf helical nrntpin Fl limftfi 




4962 


TTCGTATTACA 


1,00 


0.15 


Hs.46743 


McKusick-Kaufman syndrome 




4963 


TTCTGTGTATA 


1,00 


0 15 

w, i w 


Hs 3530 


i uw osovjuioicu «ci ii it?"or yiriin& proicln 


15 


4964 


TGTGACACTGA 


1,00 


0 ( 15 


Hs 3273 


T*5 translation ©Innnation fortnr miin 

chondrial 




4965 


GGCIGAAI I I I 


1,00 


0,15 


Hs 31921 

1 ■ W • W 1 W&. 1 






4966 


AAACCTGAGAA 


1 00 


0,15 


Hs 29724 


FSTs Wpaklv similar tn pnPP 
i w, vvgaiMv wiiiiiicji iu wUtr 

fH saoiensl 

^1 1 ■ W W 1 W 1 iwj 


20 


4967 


TCTTCAGTAGC 


1,00 


0,15 


Hs.2934 


ribonucleotide reductase M1 polypeptide 




4968 


GAGCTCAAGAT 


1,00 


0,15 


Hs 285780 

1 lw>6»ww/ WW 


Homo saniens mRSMA* rHWA 
DKFZD434A012 ^frnm rtnnp HKP 

wini &*^?w^nu %Cm \ 1 1 Will wl w 1 Iw LJf\l 




4969 


TATGGGGTCAC 

i » » • ^^^^^^^^ ■ 


1,00 


0,15 


Hs 278408 


hvnnthpfiral nmtpin 


25 


4970 


ATGATGCCTCT 


1,00 


0,15 


Hs.27657 


KIAA0802 protein 




4971 


GTTAAACCCTG 


1 00 


0 15 

w t 1 w 




co i o, vv cafviy wirniiar 10 r\i/\AUUlw 

fH canipncl 

J^ll.wO^JICI 19\ 


.to 


4972 


TAATAAGCACT 


1,00 


0,15 


Hs 25497 


MAX bindino nrntpin 


4973 


GGAGGGGAGGC 


1.00 


0,15 


Hs.19513 


CGI-63 protein 




4974 


TTATCCTTCAC 


1,00 


0 15 

W, 1 w 


Hs 188882 

1 IO> 1 WwwwJb 


\^ W wl IwV 




4975 


AATATTAAGAC 


1,00 


0,15 


Hs. 1681 03 


prp28, U5 snRNP 100 kd protein 


:t.s 


4Q7fi 


AAGTGCATTTG 


1 no 


0 If 


He 1fi74^n 


CO 1 o 




4Q77 




1 nn 
l ,uu 


n 


ns. I DUZU 


nomoiog or mouse quaking QKI (KH 

Homain RK1A Kinrtino 




4978 


CACCTCATCCC 

>^/\ W W 1 \ ■ WWW 


1 00 


0 15 

w, 1 w 




unnuiMiw Ucvdi UUAyid56 anilZyrne 1 


41) 


4979 
•t w i w 


AACAAATTCTT 

W^V»#\ 1 1 W 1 1 


1 00 

1 i WW 


0 15 

w, I 




lUwosyiuansTerase o ^aipna ( i t o) rucosyi- 
transferase 




4980 


GGGCTTGGTAT 


1,00 


0,15 


Hs 107882 


ivDOthetiral nrntpin Fl HOfi^Q 

*J r*'' twiivOI ^1 wlwll 1 rLw 1 Www w 




4981 


GGCTGGGGGCC 


50,00 


1.47 


Hs. 75721 


Drofilin 1 

'I W 1 llll ■ 1 


4> 


4982 


TATGTGATTTG 


3,00 


0,39 


Hs.5216 


HSPC028 protein 




4983 


ACAACACTACA 


3 00 

Wj WW 


0,39 


Hs. 27744 


w™\ww/^ t iiiciiiuci r\no ui luuyci ic laiiiiiy 




4984 


ATGGCCATAGA 


3,00 


0,39 


Hs 155206 

l I w • lww&.ww 


^Prinp/tHrPAninA liinaca 0^ /QtoOn i/A^et 
inmolnn^ 

IV 1 IvJ wM / 


50 


4985 


AAAGCAGCACA 


3,00 


0,39 


Hs 108802 


^•pthvlmalpimiHp.QPncif iwo fn/*trtr 

^3 Gil lyilllGlClM IIUC3CF lOlllVC IdwlUl 




4986 


ACTTGGAGCCG 


8,00 


0 65 

W, WW 


Hs 177656 

1 1 W • 1*1 WWW 


PJ^Imndi ilin 1 / nhr»cnhr>rv/loco l/inoca 
wgiiimuuuiui l ^(JI IUo(JMUI yiaoO KtllaSc, 

delta) 




4987 


TGCGCGCCCTG 


4 00 


0 46 

w ( — »w 


Hs. 15093 


ivoothetical nrotPin 


55 


4988 


AAGATAATGCC 


4,00 


0,46 


Hs. 102696 


MCT-1 protein 




4989 


AGCACGACCCG 


2.00 


0,30 


Hs.89434 


drebrin 1 




4990 


TAGTAGATGCT 


2.00 


0,30 


Hs.74649 


cytochrome c oxidase subunit Vic 




4991 


CCTCACTTTCT 


2,00 


0,30 


Hs. 155560 


calnexin 


M 


4992 


TTAGTTAAGCA 


3.00 


0,39 


Hs.33642 


archain 1 




4993 


ACATCCTCACC 


3,00 


0,39 


Hs.279554 


proteasorne (prosome, macropain) 26S 
subunit, non-ATP 
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4994 


TCAGCTGGCCC 


3,00 


0,39 


Hs.256583 


interleukin enhancer binding factor 3, 
90kD 


4995 


GCCTTCCAATA 


30.00 


1,20 


Hs.76053 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 5 (RNA 


4996 


CTCCCCCAAGC 


5.00 


0,52 


Hs.283305 


immunoglobulin heavy contant alpha 1 


4997 


CCCTCCTGGGG 


8.00 


0,66 


Hs.95867 


Homo sapiens EST00098 gene, last 
exon 


4QQ8 


GAATCACTGCC 


5.00 


0,52 


Hs.14454 


chromosome 2 open reading frame 1 


4QQQ 


TTCTCTCAACT 


3.00 


0,39 


Hs.27445 


unknown 


5000 


TAACCAAACAC 


3,00 


0,39 


Hs. 274 147 


Homo sapiens partial mRNA for NICE-4 
protein, 3* end 




TCAI 1 1 1 CCAA 


4 00 


0,46 


Hs. 187958 


solute carrier family 6 (neurotransmitter 
transporte 


5002 


GAAATTTGAAA 


2,00 


0.30 


Hs.79457 


hypothetical protein FLJ20519 


5003 


TCAAGAAACAT 


2,00 


0,30 


Hs. 78580 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 1 


5004 


CAAATAAAATG 


2,00 


0.30 


Hs.71465 


squalene epoxidase 


5005 


GTTCTCAGGAA 


2.00 


0,30 


Hs.6968 


KIAA1460 protein 




ftTGTAAATGGA 


2.00 


0 30 


Hs.286131 


CGI-101 protein 


5007 


CCACACCGGTA 


2.00 


0.30 


Hs.284279 


heme oxygenase (decycling) 2 






7 no 


w, wV 


Hs 201967 


aldo-keto reductase familv 1 member C2 
(dihydrodiol 


5009 


TAGATGTGATG 


1,00 


0,15 


Hs.99841 


ESTs, Weakly similar to dJ1 1 08D1 1 . 1 
[H. sapiens] 


5010 


TAATAAAACCC 


1.00 


0,15 


Hs.94810 


Human DNA sequence from clone RP5- 
1 170K4 on chromoso 


5011 


ACCCACCTGCA 


1,00 


0,15 


Hs.9100 


ESTs 


5012 




1 on 


f) 1"5 

U, lw 


Hs 83715 

1 lO.Uw' 1 w 


Sionren svndrome antioen B (autoanti- 
gen La) 


OU I 0 




1 00 


0 15 

V) 1 w 


Hs 80261 


enhancer of filamentation 1 (cas-like 
docking; Crk-a 


DU l*t 


OO I/AO OArWN 


1 00 


0 15 

W, 1 W 


Hs 78019 

1 lv. • WW IW 


Homo sapiens clone 24432 mRNA se- 
quence 


5015 


ATGTATAATAA 


1,00 


0,15 


Hs.67052 


vacuolar protein sorting 26 (yeast ho- 
molog) 


5016 


GGTCCAGCATC 


1,00 


0,15 


Hs.4791 


K1AA0376 protein 


^017 


TTTAATCTCAG 


1,00 


0,15 


Hs.4104 


hypothetical protein 


OU to 


AHATTACTGAT 


1,00 


0 15 

V, 1 w 


Hs.3991 


ESTs 


OU 1 3 


Tr^TTGGGTTCT 

IOI 1 www 1 I w I 


1,00 


0,15 


Hs.3628 


mitogen-activated protein kinase kinase 
kinase kinas 


DUZU 


r AAr^A^AGTAf^ 


1 00 


0 15 

w, 1 w 


Hs 30332 

1 IWtWWWWfa 


glutamine-fructose-6-phosphate transa- 
minase 2 




TGACACAGCCA 


1,00 


0,15 


Hs.29390 


ESTs 


5022 


CTGAATTCAGT 


1,00 


0,15 


Hs.28739 


ESTs 


5023 


AATATTGTCCG 


1.00 


0,15 


Hs. 283322 


hypothetical protein 


5024 


ACTTCACAAAG 


1,00 


0,15 


Hs.27556 


ESTs 


5025 


Gill IGIGGGA 


1,00 


0,15 


Hs.267263 


hypothetical protein 


5026 


TTTCATCCACT 


1.00 


0,15 


Hs.25515 


KIAA0362 protein 


5027 


GTAAAACAATA 


1,00 


0,15 


Hs.24758 


ESTs 


5028 


TTTCATTAATC 


1,00 


0,15 


Hs.247043 


type 1 tumor necrosis factor receptor 
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shedding amino 


5 


5029 


GGGAAACTCCA 


1,00 


0,15 


Hs. 235390 


Homo sapiens mRNA; cDNA 
DKFZp761B101 (from clone DKF 




5030 


TGCCTGTGAAA 


1,00 


0,15 


Hs.228289 


EST 




5031 


ATGCATTGTTT 


1,00 


0,15 


Hs. 198308 


tryptophan rich basic protein 




5032 


CTGTGATTGTG 


1,00 


0.15 


Hs.195175 


CASP8 and FADD-like apoptosis regula- 
tor 


10 


5033 


CCAAAATTCTA 


1,00 


0.15 


Hs. 193700 


Homo sapiens mRNA; cDNA 
DKFZp586l0324 (from clone DK 




5034 


GACCTGCACTC 


1,00 


0.15 


Hs. 172278 


syntrophin, beta 2 (dystrophin-associated 
protein A1 


15 


5035 


CCTCTGGCAGC 


1,00 


0.15 


Hs. 166235 


ESTs, Moderately similar to 
ALU5_HUMAN ALU SUBFAMILY 




5036 


GCAGAAGCACA 


1,00 


0.15 


Hs.16134 


serine/threonine kinase 10 


21) 


5037 


GTGATGTGCAC 


1,00 


0.15 


Hs.141683 


ESTs 


5038 


AAAACCTGAAA 


1,00 


0,15 


Hs. 118890 


glycogen synthase kinase 3 alpha 




5039 


TATAATAAATA 


1,00 


0,15 


Hs. 10758 


NADH dehydrogenase (ubiquinone) Fe-S 
protein 4 (18kD 




5040 


GACGACACGAG 


55,00 


1,65 


Hs.153177 


ribosomal protein S28 


25 


5041 


TGGCCCCCGCC 


5,00 


0,53 


Hs.93649 


upstream transcription factor 2, c-fos 
interacting 




5042 


TAATCCTCAAG 


4,00 


0.47 


Hs.78409 


collagen, type XVIII. alpha 1 


30 


5043 


GTTCTGGTTTA 


11,00 


0.77 


Hs.241336 


Homo sapiens mRNA; cONA 
DKFZp564G0422 (from clone DK 




5044 


TAAGTAGCAAA 


6,00 


0.58 


Hs.239625 


integral membrane protein 2B 




5045 


GCTTACCTTTC 


8,00 


0.67 


Hs.7753 


calumenin 




5046 


CCACTCCTCCA 


4,00 


0.47 


Hs.82890 


defender against cell death 1 


35 


5047 


CAGCGCTTTGA 


4,00 


0.47 


Hs.7274 


DKF2P434P1750 protein 




5048 


GTACTCCAGTT 


2,00 


0.30 


Hs.279857 


PTD013 protein 




5049 


GCAGGAGGTGA 


2,00 


0.30 


Hs.11441 


chromosome 1 open reading frame 8 


41) 


5050 


GGAGCTGCTGC 


2,00 


0.30 


Hs. 110950 


Homo sapiens clone 25007 mRNA se- 
quence 




5051 


GCCCCGCCCTC 


5,00 


0.53 


Hs.280666 


Homo sapiens chromosome 19. cosmid 
R32184 




5052 


GAGGGAGTTTC 


107,00 


2.61 


Hs.76064 


ribosomal protein L27a 


45 


5053 


TTCCTCCACGC 


3,00 


0.40 


Hs. 183373 


src homology 3 domain-containing pro- 
tein HIP-55 




5054 


GCCTGGGCTGG 


7,00 


0.63 


Hs.112184 


DKFZP586J0619 protein 




5055 


GACAGTGTGGG 


4,00 


0.47 


Hs.279863 


nuclear mitotic apparatus protein 1 


50 


5056 


AATCCAGGAGG 


5,00 


0.53 


Hs.89674 


dolichyl-diphosphooligosaccharide- 
protein glycosyltr 




5057 


CCCCCTGGATC 


31,00 


1,30 


Hs.275243 


S100 calcium-binding protein A6 (calcy- 
clin) 


55 


5058 


TACAGTATGTT 


7,00 


0.64 


Hs.170171 


glutamate-ammonia ligase (glutamine 
synthase) 




5059 


CCCATCATCCC 


8,00 


0.68 


Hs. 109051 


glycoprotein, synaptic 2 




5060 


GAGGAGGGTGA 


4,00 


0,48 


Hs.75318 


tubulin, alpha 1 (testis specific) 


r<o 


5061 


GTCACAGTCCT 


3.00 


0.40 


Hs. 155321 


serum response factor (c-fos serum 
response element- 




5062 


GATGCCCTCCT 


3,00 


0.40 


Hs. 143648 


insulin receptor substrate 2 



6> 
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5063 


GCCAGACCCCT 


3,00 


0,40 


Hs.1 08945 


KIAA051 5 protein 


5064 ' 


TGCCTGTGGCC 


2,00 


0,30 


Hs.7678 


cellular retinoic acid-binding protein 1 


5065 


GGAAGAGCACT 


2,00 


0,30 


Hs.75268 


sialyltransferase 4C (beta-galactosidase 
alpha-2,3-s 


5066 


CCCTCTGTGAT 


2,00 


0,30 


Hs.74649 


cytochrome c oxidase subunit Vic 


5067 i 


MTGGCTGGGC 


2,00 


0,30 


Hs.57764 


protein phosphatase 1A (formerly 2C), 
magnesium-depe 


5068 


GCATTGAGTGT 


2.00 


0,30 


Hs.161554 


hypothetical protein FLJ20159 


5069 


TTTCCACTTAA 


2.00 


0,30 


Hs. 101 81 3 


solute carrier family 9 (sodium/hydrogen 
exchanger), 


5070 


CGGCACATCCA 


1,00 


0,16 


Hs.92357 


galactokinase 1 


5071 


AT AC C AGATAC 


1,00 


0,16 


Hs.9071 


progesterone membrane binding protein 


5072 


AAGCACCTTGA 


1,00 


0,16 


Hs 89862 


TNFRSFIA-associated via death domain 


5073 


GGGGTCCCAAA 


1.00 


0,16 


Hs.6815 


ESTs 


5074 


TGTGAAAATAA 


1.00 


0,16 


Hs.62349 


ras association (RalGDS/AF-6) domain 
containing prot 


5075 


TCAAGAAATAA 


1,00 


0,16 


Hs.61418 


microfibrillar-associated protein 1 


5076 


CTGGTACCTGT 


1,00 


0,16 


Hs.5813 


ESTs, Moderately similar to 2109260A B 
cell growth f 


5077 


ACTCATCTGAC 


1.00 


0,16 


Hs.5320 


hypothetical protein 


5078 


AGGTATGGAGA 


1.00 


0,16 


Hs.43654 


hypothetical protein FLJ20561 


5079 


GGCACACCTTA 


1.00 


0,16 


Hs.41127 


Homo sapiens cDNA FLJ 10745 fis, clone 
NT2RP3001676 


5080 


ATTGTAGACAA 


1,00 


0,16 


Hs.39871 


KIAA0727 protein 


5081 


GTCATATTTCC 


1,00 


0,16 


Hs.32990 


DKFZP566F084 protein 


5082 


TTGGAGGAGAG 


1.00 


0,16 


Hs.32978 


proprotein convertase subtilisin/kexin 
type 7 


5083 


AGAGCAGGTAC 


1.00 


0,16 


Hs.262095 


ESTs, Weakly similar to P137_HUMAN 
GPI-ANCHORED PROT 


5084 


TGGGTCTGGAT 


1.00 


0,16 


Hs.25328 


ESTs 


DUOO 


Tf^nAfSACiAATA 


1,00 


0 16 


Hs.249247 


heterogeneous nuclear protein similar to 
rat helix d 


OUOD 




1,00 


0 16 


Hs.22051 


Homo sapiens mRNA; cDNA 
DKFZD4340119 (from clone DKF 


5087 


ACACTAAGACG 


1.00 


0,16 


Hs. 170253 


ESTs, Weakly similar to rabaptin-4 
[H sapiens] 


5088 


GTCAGAACACC 


1.00 


0,16 


Hs. 169832 


zinc finger protein 42 (myeloid-specific 
retinoic ac 


5089 


GTATAAACGAA 


1.00 


0,16 


Hs. 166982 


phosphatidvlinositol glycan, class F 


5090 


CCCCCTCCTTA 


1.00 


0,16 


Hs.14846 


Homo sapiens mRNA; cDNA 
DKFZp564D016 (from clone DKF 


5091 


GAAATGTATGC 


1.00 


0,16 


HS.142939 


ESTs 


5092 


TCCTCTCACCA 


1,00 


0,16 


Hs.12151 


hypothetical protein FLJ 11286 




GTGCTACTTCT 


1.00 


0,16 


Hs.119129 


collaqen, type IV, alpha 1 


5094 


AATTCCAACTC 


1.00 


0,16 


Hs.1 17582 


CGI-43 protein 


5095 


AGCTCCCAGAT 


1.00 


0,16 


Hs.111334 


ferritin, light polypeptide 


5096 


TGTGAGGGCAT 


1.00 


0,16 


Hs.103808 


hypothetical protein FLJ20602 


5097 


TTCCCTGTGTA 


1,00 


0,16 


Hs.1 02548 


glucocorticoid receptor DNA binding 
factor 1 


5098 


TGCCTCTGCGG 


18.00 


1,01 


Hs.75564 


CD151 antigen 
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509b 


1 AAAAAAAAA 

I GTAAAAAAAAA 


21.0C 


1 ,0£ 


Hs.77495 


KIAA0242 protein 




51 0C 


) GAACGCCTAAT 


8.0C 


0,6$ 


Hs. 173381 


dihydropyrimidinase-like 2 




5101 


TCAGACGCAGC 


40,0( 


1,5* 


HS.25065E 


> prothymosin, alpha (gene sequence 28) 




5102 


AGCTGTCTCAA 


3.0C 


0.4C 


Hs.99766 


Homo sapiens mRNA; cDNA 
DKFZp564J0323 (from clone DK 


10 


5103 


ACGACAAAGCT 


3.0C 


0.4C 


) Hs.83920 


peptidylglycine alpha-amidating 
monooxygenase 




5104 


CCCTTCTGCCA 


3.0C 


0.4C 


Hs.6214 


KIAA0731 protein 




5105 


ATAGCTGGGGC 


3.0C 


0.4C 


Hs.3446 


mitogen-adivated protein kinase kinase 
1 


15 


5106 


GTTTCAGGAGT 


3,00 


0,40 


Hs.156114 


protein tyrosine phosphatase, non- 
receptor type subs 




0107 


CO I G 1 GTGCAT 


3,00 


0,40 


Hs.11611 


KIAA1424 protein 




5100 


CCCCCAATGCT 


3,00 


0,40 


Hs.1 15232 


splicing factor 3a, subunit 2, 66kD 


20 


5109 


GGACCACTGAA 


86.00 


2.46 


Hs. 119598 


ribosomal protein L3 


5110 


TTTAAAAAAAA 


2,00 


0.31 


Hs.74088 


early growth response 3 




5111 


GGGCAGGGGAA 


2,00 


0.31 


Hs.57672 


hypothetical protein FLJ20248 




5112 


TTGAGAGATGA 


2.00 


0.31 


Hs.3758 


COP9 complex subunit 7a 


_ J 


5113 


AAGCAAAAGGT 


2,00 


0.31 


Hs.28505 


ubiquitin-conjugating enzyme E2H (ho- 
mologous to yeas 




5114 


TGAAAAGCTTA 


2.00 


0.31 


Hs.2384 


tumor protein D52 




5115 


GCTCTGTTCAT 


2.00 


0,31 


Hs 18192 


Ser/Arg-related nuclear matrix protein 
(plenty of pr 




5116 


TTGAAGTGGTT 


2,00 


0,31 


Hs. 179972 


hypothetical protein FLJ10154 




5117 


CGGAGCCGGCT 


2.00 


0,31 


Hs. 117582 


CGI-43 protein 




5118 


GTCTGACCCCA 


6.00 


0,60 


Hs. 173902 


protein phosphatase 2 (formerly 2A), 
regulatory subu 


35 


5119 


CGACCCCACGC 


30.00 


1,35 


Hs.169401 


apolipoprotein E 




5120 


TACATAATTAC 


7.00 


0,65 


Hs. 120980 


(Manual assignment) ORF-less transcript 
in MEN1 regi 


40 


5121 


G CTGAAGATGA 


3,00 


0,41 


Hs.78202 


SWI/SNF related, matrix associated, 
actin dependent 




5122 


TGCTGTGCATA 


8,00 


0,70 


Hs.147916 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 3 


45 


5123 


CAGCCCAACCG 


7.00 


0,65 


Hs.28081 


eukaryotic translation initiation factor 3, 
subunit 




5124 


CCCTGGGTTCT 


54,00 


1,92 


Hs.1 11334 


ferritin, light polypeptide 




5125 


CTGTGGCCGGA 


3,00 


0,41 


Hs.284296 


Homo sapiens SURF-4 mRNA, complete 
cds 


50 


5126 


CCTGTAAAGCC 

- 


2,00 


0,31 


Hs.9691 


Homo sapiens cDNA FU1 1255 fts, clone 
PLACE1008902 




5127 


GCTTTTCCTGT 


2,00 


0,31 


Hs.75277 


Homo sapiens mRNA; cDNA 
DKFZp586M141 (from clone DKF 


55 


5128, 


ACCCTGGGCAC 


2,00 


0,31 


Hs.220324 


Human DNA sequence from clone 
283E3 on chromosome ip 








<£,UU 


0,o 1 


HS. 20768 


HSPC189 protein 




5130 i 


WATCTGACT 


2,00 


0,31 I 


Hs.1 18021 \ 


active BCR-related gene 


ft) » 


5131 I 


3ACATCCTGTC 


1,00 


0,161 


Hs.87627 ( 


Manual assignment) MEMOREC SAS10 


i 


5132/ 


VTTTAGACCAG 


1,00 


0,161 


Hs.84790 J 


<IAA0225 protein 


i 


5133" 


rGCTGTGACCA 


1,00 


0,16 f 


Hs.78465 \ 


/-jun avian sarcoma virus 17 oncogene 
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homolog 




5134 


ATCGTGGAGGA 


1,00 


0,16 


Hs.727 


inhibin, beta A (activin A, activin AB 
alpha polypep 




5135 


TATTCAATTAC 


1,00 


0,16 


Hs.7045 


GL004 protein 


5 


5136 


TCTTTGTCTAA 


1,00 


0,16 


Hs.6838 


ESTs 




5137 


GCCAAAGTGTT 


1,00 


0,16 


Hs.5831 


tissue inhibitor of metalloproteinase 1 
(erythroid p 




5138 


GATCCAAATGT 


1.00 


0.16 


Hs.42650 


ZWIOinteractor 


10 


5139 


GAGGCTTAATA 


1,00 


0,16 


Hs.30819 


hypothetical protein 




5140 


AGGGGAGAGGA 


1,00 


0,16 


Hs.285999 


trinucleotide repeat containing 15 




5141 


AGAGAAAAAAA 


1,00 


0,16 


Hs .285038 


Human XIST, coding sequence "a" 
mRNA (locus DXS399E) 


15 


5142 


GATGTTGTCCA 


1,00 


0,16 


Hs.279607 


calpastatin 




5143 


CCCAATACTCT 


1,00 


0,16 


Hs.26110 


hypothetical protein 




5144 


GAAATTGGTCT 


1,00 


0,16 


Hs.249247 


heterogeneous nuclear protein similar to 
rat helix d 


20 


5145 


AACGAGTATTC 


1,00 


0.16 


Hs.241578 


U6 snRNA-associated Sm-like protein 
LSm8 




5146 


TGCCAAAAAAA 


1,00 


0,16 


Hs. 19261 


dystonia 1 , torsion (autosomal dominant; 
torsin A) 


25 


5147 


GGTGCACCCGG 


1.00 


0.16 


Hs. 183454 


Homo sapiens mRNA; cDNA 
DKFZp434N1221 (from clone DK 




5148 


TCTAGCATTTC 


1,00 


0,16 


Hs. 179260 


ESTs, Moderately similar to T1 2543 
hypothetical prot 


30 


5149 


AGCTTTGTAGA 


1,00 


0,16 


Hs. 16364 


hypothetical protein FLJ 10955 




5150 


CCCAAGGTCTT 


1,00 


0,16 


Hs.153818 


ESTs 




5151 


AACCAATACAG 


1,00 


0,16 


Hs.146161 


ESTs, Weakly similar to KIAA0859 pro- 
tein [H.sapiens] 


35 


5152 


CI I I I I AAA I C 


1,00 


0,16 


Hs.1 19222 


suppression of tumorigenicity 1 3 (colon 
carcinoma) ( 




5153 


GCTCCTGAGCC 


1,00 


0.16 


Hs.1 11988 


PR7SET domain containing protein 07 




5154 


GAGAAACATTT 


1,00 


0.16 


Hs.101619 


ESTs 


40 


5155 


CAAAATGCAAA 


1,00 


0.16 


Hs.1 0029 


cathepsin C 




5156 


TGGAATGCTGG 


12,00 


0.87 


Hs.7744 


NADH dehydrogenase (ubiquinone) 
flavoprotein 1 (51 kD 




5157 


AC CTTGTGC CC 


5.00 


0.55 


Hs.878 


sorbitol dehydrogenase 


45 


5158 


TGGAGTGGAGG 


17.00 


1.05 


Hs.3764 


guanylate kinase 1 




5159 


CTCCACAAATT 


4.00 


0.49 


Hs.278426 


PDGF associated protein 




5160 


AGAAATCACTG 


2.00 


0.31 


Hs.282266 


L-3-hydroxyacyl-Coenzyme A dehydro- 
genase, short chai 


50 


5161 


TGCAGGTGTGT 


2,00 


0.31 


Hs.20993 


high-glucose-regulated protein 8 




5162 


CCTGCAGTCCC 


2,00 


0.31 


Hs.141746 


ESTs. Weakly similar to ALU8 HUMAN 
ALU SUBFAMILY SX 




5163 


CCCAAACTTTG 


2,00 


0,31 


Hs.1 09438 


Homo sapiens clone 24775 mRNA se- 
quence 


55 


5164 


GGGTGCAAAAA 


3,00 


0.42 


Hs.249495 


heterogeneous nuclear ribonucleoprotein 
A1 




5165 


CIAICAGI I I I 


3,00 


0.42 


Hs.1 94625 


dynein, cytoplasmic, light intermediate 
polypeptide 




5166 


ATTCTCCAGTA 


73,00 


2,49 


Hs.234518 


ribosomal protein L23 
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516/ 


t ^\ AAA A A A * A 

GCAAAGAAAAA 


4.0C 


0.5C 


Hs.3844 


LIM domain only 4 




5166 


1 ATGAGCJGACC 


7.0C 


0,6£ 


Hs.695 


cystatin B (stefin B) 


s 


516S 


U AA 1 1 1 CiCA 1 I 


3.0C 


) 0,42 


! Hs.79368 


epithelial membrane protein 1 




51 7C 


i AaA^al; 1 0 1 Hi 


3.0C 


) 0,42 


! Hs.151134 


\ oxidase (cytochrome c) assembly 1-like 




5171 


CCAACAAGAAT 


4.0C 


0,5C 


> Hs.82749 


transmembrane 4 superfamily member 2 




5172 


TTAAAGGCCGG 


4,0C 


0.5C 


I Hs.79086 


ribosomal protein, mitochondrial. L3 


10 


con 

5173 


GCCGAGACCAA 


2,0C 


0,32 


Hs.61258 


argininosuccinate lyase 




5174 


G 1 1 IAAU 1 1 AA 


2.0C 


l 0,32 


Hs 30029 


ESTs 




5175 


CCI !GCI 1 1 IA 


2,00 


0,32 


Hs.278736 


cell division cycle 42 (GTP-binding pro- 
tein, 25kD) 


15 


5176 


TGAGGACACAG 


2,00 


0,32 


Hs.14541 


cullin 1 




5177 


TTGGGAATCCC 


1,00 


0,16 


Hs.9547 


hypothetical protein FLJ10916 




5178 


CAI 1 1 1 ICCCC 


1,00 


0,16 


Hs.90336 


ATPase, H+ transporting, lysosomal 
(vacuolar proton 


20 


5179 


ACTCAAATCTT 


1,00 


0,16 


Hs.7953 


HSPC041 protein 


5180 


IAAI 1 1 IAACI 


1,00 


0,16 


Hs.78867 


protein tyrosine phosphatase, receptor- 
type. 2 polyp 


25 


5181 


CAGGIGICI 1 1 


1.00 


0,16 


Hs.77100 


general transcription factor HE, polypep- 
tide 2 (bet 




5182 


ACTGGTGAGAG 


1,00 


0,16 


Hs.76728 


ESTs 




5183 


AAAATAAAGCT 


1,00 


0,16 


Hs.74649 


cytochrome c oxidase subunit Vic 




5184 


ACTCACTGCAG 


1,00 


0.16 


Hs.60377 


KIAA1298 protein 


:to 


5185 


TTAAAATTGCC 


1,00 


0,16 


Hs.444 


serine/threonine kinase 1 9 




5186 


AACCAGGTGGA 


1,00 


0.16 


Hs.44095 


hypothetical protein FLJ20018 




5187 


TAGGTCAGGAC 


1,00 


0.16 


Hs.43666 


protein tyrosine phosphatase type IVA, 
member 3 




5188 


GTGGCGGCACC 


1,00 


0.16 


Hs.43112 


Homo sapiens mRNA; cDNA 
DKFZp434B1620 (from clone DK 




5189 


CCCACAACCCG 


1,00 


0.16 


Hs.38205 


from HeLa cyclin-dependent kinase 2 
interacting prot 


40 


5190 


GAATTGAGCTT 


1.00 


0.16 


Hs.36787 


chromodomain helicase ONA binding 
protein 2 




5191 


IGI ICI 1 IGCA 


1,00 


0.16 


Hs.3376 


hypothetical protein FLJ 10743 




5192 


GCTTCCTCTGC 


1,00 


0.16 


Hs.27262 


Homo sapiens clone 25110 mRNA se- 
quence 


45 


5193 


GGATACAACAC 


1,00 


0.16 


Hs.272458 


protein phosphatase 3 (formerly 2B). 
catalytic subun 




5194 


GTAGTCACCGC 


1,00 


0.16 


Hs.26630 


ATP-binding cassette, sub-family A 
(ABC1), member 3 


50 


5195 


GCACAAGAGTG 


1,00 


0.16 


Hs.25892 


ESTs 




5196 


GCCTCCAGCCT 


1,00 


0.16 


Hs.23100 


ESTs 




5197 


TAAACATTGTC 


1,00 


0.16 


Hs.23060 


DKFZP564F0522 protein 




5198 


CAAATTACAAT 


1,00 


0.16 


Hs.22393 


density-requlated protein 


55 


5199 


CTTACAGCCAC 


1,00 


0,16 


Hs.1 95969 


ESTs 




5200 


ACTGCACCACT 


1,00 


0.16 


Hs.185910 

i 


ESTs, Weakly similar to ALU1 HUMAN 
\W SUBFAMILY J S 




b201 


TTACAATGCTG 


1,00 


0.16 


Hs.1840131 
1 


ESTs, Highly similar to unnamed protein 
sroduct [H.s 




5202" 


TCCTACGGAAA 


1,00 


0.16 


Hs. 1 08708 < 
I 


:alcium/calmodulin-dependent protein 
dnas kinase 2 
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polypeptide 1 


5241 


GTflATCACTRf? 




1 n 1 ■ 


' MS. 8535 


hypothetical protein bA395L14 2 


5242 


! CCCTGTTCAGC 


1,0( 


) 0.17 


r HS.78824 


tyrosine kinase with immunoglobulin and 
epioermai qr 


5242 


1 GACTGGAAAAA 


1,0( 


) 0,17 


' Hs.743 


Fc fragment of lgE t high affinity I, recep- 
tor for; g 


5244 


GACCCTTCTCC 


1.0C 


) 0,17 


' Hs.6580 


Homo sapiens clone 23718 mRNA se- 
quence 




uOunuOAO 1 M\J 


1 nr 


I 0,17 


Hs.62661 


guanylate binding protein 1, interferon- 
inducible, 6 






1 nr 


' 0,17 


Hs. 55235 


sphingomyelin phosphodiesterase 2, 
neutral membrane 


5247 


IGI IGTAI l TG 


1,00 


0,17 


Hs.48902 


ESTs 


5248 


GTGGCACCCGC 


1 00 


n 17 




ESTs. Weakly similar to LONN HUMAN 


5249 


AAACTCACGCC 


1,00 


0 17 


^^7 
no. www / 


iransmemDrane 4 supertamily member 1 


5250 


TGTATGGCTGG 


1 00 


n 17 

V, 1 / 




nomo sap.ins caipain 3 (CAPN3) 
mKiMA, complete cos, 3 


5251 


GCTTAAATTAA 


1,00 


0.17 


Hs.282283 


baculoviral IAP repeat-containina 2 


5252 




1 on 


0,17 


nS.^DO/40 


IS 




A V w 1 OOvv 1 Vj/\ 


1,00 


a a y 
0,17 


HS.20225 


tuftelin-interacting protein 




PTftTAPATAPT 


1 nn 


A 1 7 
0,1 / 


MS. 197298 


NSi -binding protein 


5255 




1 nn 
I ,uu 


A 17 
0,1 / 


nS. i9f 01 


Homo sapiens mRNA for P53TG1-D, 
complete cos 


5256 


GCAATAATGGT 


1 00 


0 17 


nS. I 5?D l*f 


gemin4 


5257 


GCTGGCCGGAA 


1 00 


0 17 


ng. I (HOw f 


o i rase activating protein-hke 


5258 


CGCTGGTTCCC 


1 00 


0 17 




riDosomai protein Li 1 


5259 


CAGGGGCTGGG 


1,00 


0.17 


Hs. 155983 


KIAA0677 gene product 






1 no 


0,17 


MS. 155218 


hiB-^^Kua-associated protein 5 


5261 


CTCCCAGGTCA 


1,00 


0.17 


Hs. 152720 


M-phase phosphoprotein 6 






1,00 


0,17 


Hs. 139240 


DKF2P564F1422 protein 


coca 


o ACT G AA T G TA 


4 ftft 

1,00 


0,17 


Hs. 109259 


ESTs, Weakly similar to alternatively 
spliced oroduc 






1,00 


0,17 


1 t— 4ft.ft.4Pft 

Hs. 1091 50 


SH3-domain binding protein 5 (BTK- 
associated) 


5265 


GTGAGGGCACA 


1 nn 


A 17 
U, I / 




(\IAA1517 protein 


5266 


CCCTGGCAATG 


5,00 


0.59 


Hs.273369 


uncharacterized hematopoietic 
stem/progenitor cells 


5267 


ACGCAGGGAGA 


53.00 


2.29 


Hs. 180532 


heat shock 90kD protein 1, alpha 




PPPfS^VSAl^Pf^A 


a aa 
^,00 


0,52 


Hs.75807 


carboxy terminal LIM domain protein 1 






4,00 


0,52 


Hs.70830 


U6 snRNA-associated Sm-like protein 
L5m7 


5?7n 


f^npTr^r^TPTpp 


o,UU 


0,05 


ns.ooloo t 

l 


Alu-binding protein with zinc finger do- 
main 


5271 I 




o nn 


n m 




tuberous sclerosis 2 


5272 ( 


3TGACAGAATT 


2,00 


0,33 


^s.77837 


JOP-olucose DVronhAsnhnrvlaco 9 


52731 


1 1 ICACI IC 


2,00 


0,33 


^s.279919 


ing-box 1 


5274" 


fGTGTTGTGTC 


2.00 


0,33 


^s.279806 


Homo sapiens mRNA; cDNA 
DKFZp434E109 (from clone DKF 


5275" 


rGGGGTGGAGT 


2,00 


0,33 


Hs.26403 


jlutathione transferase zeta 1 (malevla- 
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cetoacetate i 




5276 


GATTCAACCAA 


2,00 


0,33 


Hs.168213 


ESTs, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J S 




5277 


CCGTCATCCTG 


2,00 


0,33 


Hs.1 53591 


Not56 (D. melanogaster)-like protein 


5 


5278 


AGCTGAGCTAA 


2,00 


0,33 


Hs.1 18243 


deoxyri bo nuclease II, lysosomal 




5279 


CAATAAATGTT 


48.00 


2,18 


Hs. 179779 


ribosomal protein L37 




5280 


GCAGGGCCTCA 


13,00 


1,01 


Hs.92323 


FXYD domain-containing ion transport 
regulator 3 


10 


5281 


CAGTTACTTAG 


9,00 


0,83 


Hs.279920 


tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase 




5282 


TTCCTGGTAGT 


6,00 


0,66 


Hs.181043 


KIAA0788 protein 




5283 


GTTTTCATTCA 


5,00 


0,60 


Hs.1 73736 


ancient ubiquitous protein 1 


15 


5284 


CCCTCCTCTCC 


2,00 


0,33 


Hs.83173 


cyclin D3 




5285 


TCCCTGGCAGA 


2,00 


0,33 


Hs.70327 


cysteine-rich protein 2 




5286 


GACACGAACAA 


2,00 


0,33 


Hs.25829 


ras-related protein 




5287 


CTGGGATGTCG 


2.00 


0,33 


Hs.20159 


CGI-92 protein 


20 


5288 


GTGTTCTGACT 


2.00 


0,33 


Hs.1 5832 


DKFZP586P2220 protein 




5289 


GCTATGCTCCC 


2.00 


0,33 


Hs.1 3094 


hypothetical protein PRO2207 




5290 


GCCCCTCAGCA 


2.00 


0,33 


Hs.1 1184 


hypothetical protein FLJ20419 




5291 


CCCCCTGCCCT 


7.00 


0,73 


Hs.1 77596 


hypothetical protein FLJ 10350 


25 


5292 


AGAAAGATGTC 


11.00 


0,93 


Hs.78225 


annexin A1 




5293 


TTTACAGCTGG 


3,00 


0,44 


Hs.89981 


diacylglycerol kinase, zeta (104kO) 




5294 


GTTGTAAAATA 


3.00 


0,44 


Hs.7869 


lysophosphatidic acid acyltransferase- 
delta 


30 


5295 


CTGCCTCCTTA 


4.00 


0.53 


Hs.7918 


uncharacterized hypothalamus protein 
HSMNP1 




5296 


TCACCTTCAAG 


1.00 


0,17 


Hs.74002 


nuclear receptor coactivator 1 




5297 


I I I I A I AAGGA 


1.00 


0,17 


Hs.73986 


CDC-like kinase 2 


35 


5298 


CCTTGTCCTCT 


1.00 


0,17 


Hs.69743 


GM2 ganglioside activator protein 




5299 


AGTGTTTGTAG 


1.00 


0.17 


Hs.5420 


hypothetical protein FLJ20695 




5300 


AGAACAAAGGC 


1.00 


0.17 


Hs.50785 


SEC22, vesicle trafficking protein (S. 
cerevisiaeH 


40 


5301 


GGCAAAAAAAA 


1,00 


0,17 


Hs.2953 


ribosomal protein S15a 




5302 


GCCTCCACAGC 


1,00 


0,17 


Hs.285813 


ESTs 




5303 


GCACAAGTTCT 


1,00 


0,17 


Hs.284174 


hypothetical protein FLJ20216 




5304 


GTTGGGTAGAA 


1,00 


0,17 


Hs. 282990 


Human DNA sequence from clone RP1- 
28H20 on chromosom 


45 


5305 


AGGTCAGGAAA 


1,00 


0,17 


Hs.249429 


EST 




5306 


GTCAI I I ICTA 


1.00 


0,17 


Hs.232058 


transcription factor 8 (represses inter- 
leukin 2 expr 


50 


5307 


TCTTCCCTCAG 


1,00 


0,17 


Hs.2 15683 


ESTs, Moderately similar to 
ALU7 HUMAN ALU SUBFAMILY 




5308 


GGTTGATCACC 


1.00 


0,17 


Hs.1 9699 


Conserved gene telomeric to alpha 
globin cluster 


55 


5309 


TTTCAAGTGGT 


1,00 


0,17 


Hs.1 7820 


Rho-associated, coiled-coil containing 
protein kinas 




5310 


CCGGGTTATTT 


1,00 


0,17 


Hs.1 691 38 


RPA-binding trans-activator 




5311 


CCGCCCCCAGC 


1,00 


0,17 


Hs.1 67927 


islet cell autoantigen 1 (69kD) 


ft) 


5312 


GTGTTGACTGC 


1,00 


0,17 


Hs.1 53639 


hypothetical SBBI03 protein 




5313 


TGAAACGGAAG 


1,00 


0,17 


Hs.1 2940 


zinc-fingers and homeoboxes 1 
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5314 


GTGCTCAGCCT 


1.0C 


) 0,17 


' Hs. 12909 


ESTs, Weakly similar to unnamed pro- 
tein product [H s 


5 


5315 


ACCTGGTGTCT 


1.0C 


I 0,17 


HS.11198S 


I PR/SET domain containing protein 07 




5316 


GCAGAGAAAAA 


1.0C 


I 0,17 


Hs. 109606 


icoronin, actin-binding protein, 1A 




5317 


TAAGTGACTGT 


1.0C 


I 0,17 


Hs.10375£ 


) receptor-interacting serine-threonine 
kinase 2 


H) 


5318 


CACAGAGTCCT 


4,00 


0,53 


Hs.75140 


low density lipoprotein-related protein- 
associated p 




5319 


IAAACIGI I IC 


9,00 


0,85 


Hs.3491 


ribosomal protein S14 




5320 


I ICACAGAI 1 1 


3,00 


0,44 


Hs.8107 


Homo sapiens mRNA; cDNA 
DKFZp586B0918 (from clone DK 


1 c 
i j 


5321 


AGCTGATCAGC 


3,00 


0,44 


Hs.78223 


N-acylaminoacyl-peptide hydrolase 




5322 


TTCATTGTAGA 


4,00 


0,53 


Hs.6527 


G protein-coupled receptor 56 




5323 


TGCCATCTGTA 


4,00 


0,53 


Hs.23960 


cyclin B1 


20 


5324 


GCCTCCTGTCA 


2,00 


0,33 


Hs.7765 


chromosome 16 open readinq frame 5 


5325 


CACTGTGACCT 


2,00 


0,33 


Hs. 284271 


cytochrome b5 reductase 1 (B5R.1) 




5326 


GGGCTGCTCTT 


2.00 


0,33 


Hs. 155829 


KIAA0676 protein 




5327 


CCCAGGACACC 


2,00 


0,33 


Hs. 110443 


Homo sapiens mRNA; cDNA 
DKFZp761O051 (from clone DKF 


25 


5328 


ATGTTGCCCCT 


2,00 


0.33 


Hs. 10882 


HMG-box containinq protein 1 




5329 


TGCTAAAAAAA 


6,00 


0,68 


Hs.146550 


myosin, heavy polypeptide 9, non- 
muscle 


30 


5330 


GGGGAGGGGGC 


3,00 


0.45 


Hs.89781 


upstream binding transcription factor, 
RNA polymeras 




5331 


GCCAGACACCC 


3.00 


0.45 


Hs.3804 


DKF2P564C 1940 protein 




5332 


TACTCTTGGCA 


14,00 


1.11 


Hs.2730 


heterogeneous nuclear ribonucleoprotein 
_ 


35 


5333 


TAGGCCCAAGT 


4,00 


0.54 


Hs.78880 


ilvB (bacterial acetolactate synthase)-like 




5334 


CCAACCGTGCT 


8.00 


0.81 


Hs.75207 


glyoxalase I 




5335 


GGTGACCACCA 


4,00 


0,54 


Hs, 83623 


nuclear receptor subfamily 1 , group I, 
member 3 


40 


5336 


GCATTTGACAG 


2,00 


0.34 


Hs.74649 


cytochrome c oxidase subunit Vic 




5337 


GGTGCGGCTGG 


2,00 


0.34 


Hs. 188882 


Homo sapiens clone 23872 mRNA se- 
quence 




5338 


TTGTGATTAAT 


2.00 


0.34 


Hs. 18442 


E-1 enzyme 


45 


5339 


GGAGAGACAGG 


2,00 


0.34 


Hs. 170980 


ESTs, Weakly similar to CBF1 interacting 
corepressor 




5340 


TCAGTTTGTCA 


10,00 


0.92 


Hs.15318 


HS1 binding protein 




5341 


GTGCCTAGGGA 


3,00 


0.45 


Hs. 12854 


ATRAP protein 


50 


5342 


AGTATCTGGGA 


3,00 


0.45 


Hs. 11538 


actin related protein 2/3 complex, subunit 
1A(41 kD 




5343 


TCAATCAAGAT 


9,00 


0.87 


Hs. 75544 


tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase 


55 


5344 


TGGCTGGGAAA 


6,00 


0.69 


Hs. 172684 


vesicle-associated membrane protein 8 
(endobrevin) 




5345 


TAAGAAGCCCC 


1,00 


0.17 


Hs.94318 


ESTs 




5346 


CAGGCACTGAA 


1,00 


0,17 1 


Hs.91065 


hypothetical protein DKFZp761B2423 


fin 


5347 


GGGI III1CIG 


1,00 


0,171 


Hs.83583 . 


actin related protein 2/3 complex, subunit 
2 (34 kD) 




5348 


GAGAAGACACG 


1,00 


0.17 I 


Hs.8037 


ESTs 
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5349 


TGCAGAAGTAG 


1,00 


0,17 


Hs.77770 


adaptor-related protein complex 3, mu 2 
subunit 




5350 


TTGTCCGGGCT 


1,00 


0,17 


Hs.75064 


tubulin-specific chaperone c 




5351 


GAI I I IAATGT 


1,00 


0,17 


Hs.7370 


phosphotidylinositol transfer protein, beta 


> 


5352 


CCTCTTGTAAT 


1,00 


0,17 


Hs.66170 


HSKM-B protein 




5353 


CCCTGGCTGTA 


1,00 


0.17 


Hs.58127 


ESTs 




5354 


TGATGTGGAAT 


1,00 


0;17 


Hs.5687 


protein phosphatase 1B (formerly 2C), 
magnesium-depe 


10 


5355 


AAATGACTATA 


1,00 


0.17 


Hs.43071 


ESTs, Weakly similar to AF1519CXM 
CGI-142 protein [ 




5356 


GAGGTTAGATT 


1,00 


0,17 


Hs.283712 


hypothetical protein 




5357 


ATGCTGTCTGC 


1,00 


0,17 


Hs.26471 


Homo sapiens clone HQ0692 


15 


5358 


AGTTGAGTCCT 


1,00 


0.17 


Hs.262476 


S-adenosylmethionine decarboxylase 1 




5359 


CCCCACTAAAC 


1,00 


0,17 


Hs.21036 


Homo sapiens mRNA; cDNA 
DKFZp434A1010 (from clone DK 




5360 


TGCTTGTGGTT 


1,00 


0.17 


Hs.1 76600 


WD-repeat protein 


20 


5361 


TACGGGGGCCA 


1,00 


0,17 


Hs.173043 


metastasis-associated 1 -like 1 




5362 


CCGTGAAAAAA 


1,00 


0,17 


Hs.1 59448 


surfeit 2 




5363 


TAACAAACCTG 


1,00 


0,17 


Hs.15422 


ESTs 




5364 


TTTCTGTGAAC 


1,00 


0.17 


Hs.14415 


CGI-108 protein 


25 


5365 


CAAATATCTTG 


1.00 


0,17 


Hs.1 14404 


ESTs 




5366 


GATGTGAAAAG 


1,00 


0.17 


Hs.106148 


Homo sapiens mRNA; cDNA 
DKFZp434G0972 (from clone DK 




5367 


GCGACGTGGAG 


1,00 


0,17 


Hs.103665 


villin-like 


JO 


5368 


CACAAACGGTA 


105,00 


4,52 


Hs.1 95453 


ribosomal protein S27 (metallopanstimu- 
lin 1) 




5369 


CGGAGGTGGGA 


3,00 


0,45 


Hs.2491 


DiGeorge syndrome critical region gene 
2 


35 


5370 


ATGGTGGTGGC 


3,00 


0,45 


Hs.238030 


secretory carrier membrane protein 2 




5371 


GCATATTAAAA 


3,00 


0,45 


Hs.1 78658 


RAD23 (S. cerevisiae) homolog B 






GGTGAGACCTG 


17,00 


1,29 


Hs. 80423 


prostatic binding protein 




5373 


ACGCCCTGCTC 


2.00 


0.34 


Hs.898 


dystrophia myotonica-protein kinase 


40 


5374 


AGGACTTCTGA 


2.00 


0,34 


Hs.43847 


ESTs, Weakly similar to SFR7 HUMAN 
SPLICING FACTOR, 




5375 


ATCCGTGCCCT 


6,00 


0,70 


Hs.141011 


calmodulin 3 (phosphorylase kinase, 
delta) 


45 


5376 


AAAAGAAACTT 


15,00 


1,21 


Hs.172182 


poly(A)-binding protein, cytoplasmic 1 




5377 


GGTGGATGTGC 


5,00 


0,64 


Hs.178728 


methyl-CpG binding domain protein 3 




5378 


GTAGGGGCCTC 


1,00 


0.18 


Hs. 82203 


acyl-Coenzyme A dehydrogenase, very 
long chain 


50 




TAATTTGAAAA 


1,00 


0 18 


Hs.6523 


similar to rat smooth muscle protein SM- 
20 




5380 


AGGCCACCTCA 


1,00 


0,18 


Hs.6084 


frequenin (Drosophila) homolog 




5381 


ACTCTTGTTGG 


1,00 


0,18 


Hs.5378 


spondin 1, (f-spondin) extracellular ma- 
trix protein 


55 


5382 


TGGAAGCTTTC 


1,00 


0,18 


Hs.5308 


ESTs 




5383 


ATACATAATAA 


1,00 


0,18 


Hs.4994 


transducer of ERBB2. 2 




5384 


GGGCCGCTCAG 


1,00 


0,18 


Hs.37656 


KIAA0602 protein 


to 


5385 


TACCAAGCCAG 


1,00 


0,18 


Hs.31388 


ESTs 




5386 


AATGCGGGAAA 


1,00 


0,18 


Hs. 259836 


ESTs, Moderately similar to 
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ALUC HUMAN !!!! ALU CLAS 


538; 




1.0C 


) 0,16 


Hs.24385 


Human hbc647 mRNA sequence 


roflr 

53oc 


i TGATGAGTGCT 


1.0C 


) 0,1£ 


I Hs.21657 


ESTs 


538s 


> TAAAACCCTAT 


1.0C 


) 0,U 


J Hs.211582 


! myosin, light polypeptide kinase 


539C 


) GCCACAGCCAG 


1.0C 


> 0.1C 


I Hs. 198037 


' KIAA0599 protein 


5391 


GGGCTCCAGGA 


1.0C 


> 0,16 


I Hs. 184227 


F-box only protein 21 


5392 


! AGCGGAGTCTG 


1.0C 


> 0,18 


IHs.181013 


phosphoglycerate mutase 1 (brain) 


5393 


I CTTATGGTCCC 


1.0C 


> 0.1E 


I Hs. 179608 


t retinol dehydrogenase homoloq 


5394 


GAAlilCAl I IT 


1.0C 


I 0.18 


Hs. 164478 


ESTs, Weakly similar to AF1 61 483 1 
HSPC134fH.sapien 


5395 


TGTTTGGTTTC 


1.00 


0,18 


Hs.161554 


hypothetical protein FLJ20159 


5396 


AGAGCTCACTA 


1,00 


0,18 


Hs. 13845 


ESTs 


5397 


CCTGTAAATCC 


1,00 


0,18 


Hs. 109654 


hypothetical protein FLJ11271 


5396 


AGCTGTTCTGC 


3.00 


0,46 


Hs.249495 


heterogeneous nuclear ribonucleoprotein 
A1 


5399 


GAGGCCAGTGA 


3,00 


0.46 


Hs.2280 


ribophorin I 


5400 


TGTAATCAATA 


11,00 


1.02 


Hs.249495 


heterogeneous nuclear ribonucleoprotein 
A1 


5401 


GATATCAGTCT 


2,00 


0,35 


Hs.66394 


ring finger protein 4 


5402 


CTTCTGCTGGG 


2,00 


0,35 


Hs. 17144 


short-chain dehydroqenase/reductase 1 


5403 


AACTGCTTCAA 


8,00 


0,85 


Hs.11538 


actin related protein 2/3 complex, subunit 
1A (41 kD 


5404 


ACGGTGATGTC 


5,00 


0,64 


Hs. 10453 


ESTs 


5405 


GCCTCCTCCCA 


14,00 


1,19 


Hs. 170120 


muscle specific gene 


5406 


GCCCCTGCCTC 


3,00 


0,47 


Hs 283667 


hypothetical protein DKFZp547H084 


5407 


TGCGGAGGCCC 


3,00 


0,47 


Hs.25723 


Sjogren's syndrome/scleroderma autoan- 
tigen 1 


5408 


CTTATGGTTGA 


4,00 


0,57 


Hs.14084 


ring finger protein 7 


5409 


TAATACTTTTG 


2,00 


0.35 


Hs.90527 


HSPC128 protein 


5410 


TAAGCATTAAA 


2,00 


0.35 


Hs.8180 


syndecan bindinq protein (syntenin) 


5411 


ACAGTGTTAAA 


2,00 


0.35 


Hs.74649 


cytochrome c oxidase subunit Vic 


5412 


I I IGIGGGCAG 


2,00 


0.35 


Hs.39619 


ESTs, Weakly similar to RCN1 HUMAN 
RETICULOCALBIN 1 


5413 


TGGTCCCTCTC 


2,00 


0.35 


Hs.36587 


protein phosphatase 1, regulatory sub- 
unit 7 


5414 


Ul riUIAAIAA 


2,00 


0.35 


Hs.239298 


microtubule-associated protein 4 


5415 


CAATTGTAAAT 


2,00 


0.35 


Hs. 18792 


hioredoxin-like, 32kD 


5416 


GCAC1 nGAGG 


2,00 


0.35 


Hs. 103382 


phospholipid scramblase 3 


5417 


ATCAAGGGTGT 


32,00 


2,06 


Hs. 157850 


ribosomal protein L9 


5418 


AGGGGCGCAGA 


4,00 


0,57 


Hs.97616 


SH3-domain GRB2-like 1 


5419 


GGCTGATGTGG 


10,00 


0.99 


Hs.75280 


glycyl-tRNA synthetase 


5420 


GCAGCCATCCG 


81,00 


4.17 


Hs.4437 


ribosomal protein L28 


5421 


CTTCCTGTGAT 


7.00 


0.80 


Hs.2533 


aldehyde dehydrogenase 9 (gamma- 
aminobutyraidehyde d 


5422, 


AAG G AAGCTGC 


1.00 


0.181 


Hs.9914 j 


follistatin 


5423 




1,00 


0,18 I 


Hs.91299 i 


jnknown gene 


5424 i 


*CATAATAAAG 


1.00 


0.181 


Hs.90077 ' 
r 


rG-interacting factor (TALE family ho- 
neobox) 


5425 , 


^CGTCTCTATT 


1,00 


0.181 


Hs.8551 1 


=>RP4/STK/WD splicing factor 


5426 


ITGATGCCCTA 


1,00 


0,181 


Hs.7871 t 


hypothetical protein FLJ10081 
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GACACCAACTA 


1,00 


0,18 


Hs.77500 


ubiquitin specific protease 4 (proto- 
oncogene) 


5428 


TGCCCAGCAAA 


1,00 


0,18 


Hs.76297 


G protein-coupled receptor kinase 6 


5429 i 


fcTACATACTGT 


1,00 


0,18 


Hs.74313 


ESTs 


5430 


GAGGCCAATGC 


1,00 


0,18 


Hs.6151 


KIAA0235 protein 


5431 


TCTGCAGGGGA 


1,00 


0,18 


Hs.59509 


ESTs 


5432 


ACTACTAAATA 


1,00 


0,18 


Hs.5437 


Taxi (human T-cell leukemia virus type 
) binding pr 


5433 


GCTGGTTCCTG 


1,00 


0.18 


Hs.34516 


Homo sapiens mRNA; cDNA 
DKFZp434E0211 (from clone DK 


5434 


TGCCATATAAG 


1.00 


0,18 


Hs.32271 


hypothetical protein FLJ10846 


5435 


ACCCAATTTGT 


1.00 


0,18 


Hs.30348 


ESTs 


5436 


ACCAAATATTT 


1.00 


0,18 


Hs.250641 


tropomyosin 4 


5437 


GGACAGAACCC 


1.00 


0,18 


Hs.171835 


hypothetical protein FLJ 10889 


5438 


GTGATTATGAT 


1,00 


0,18 


Hs.1 70318 


hypothetical protein FLJ 101 47 


5439 


TCACAGTGCCT 


3.00 


0.47 


Hs.81008 


filamin B, beta (actin-binding protein-278) 


5440 


GCTCCACTGGA 


3,00 


0,47 


Hs.75709 


mannose-6-phosphate receptor (cation 
dependent) 


0*t *t 1 


fiTGCCCTGTTG 


5 00 


0,66 


Hs.278411 


NCK-associated protein 1 


5442 


CCCGGGGCCTC 


2,00 


0,35 


Hs.90691 


nucleophosmin/nucleoplasmin 3 


5443 


CACO 1 o i 1 l 




0 "i5 


Hs 54457 


CD81 antigen (target of antiproliferative 
antibody 1 


5444 


CTGGAGGCACA 


2.00 


0,35 


Hs.283976 


Homo sapiens clone TCBA00888 mRNA 
sequence 


5445 


GAGAGGGCAGA 


2.00 


0.35 


Hs.26412 


ESTs, Weakly similar to KIAA0544 pro- 
tein [H.sapiens] 


5445 


AATCCGACTCT 


2,00 


0.35 


Hs.211577 


kinectin 1 (kinesin receptor) 


0*t*rr 


PTTTTrAGCAA 


4,00 


0 58 


Hs.79474 


tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase 


5448 


GGGCGGGGGCG 


2,00 


0,36 


Hs.99890 


polymerase (DNA directed), delta 1 , 
catalytic subuni 


C A A O 

544y 




2 00 


0 36 


Hs 83727 


cleavage and polyadenylation specific 
factor 1, 160k 


04 OU 


| 1 O www ■ v" 


2 00 

£• , wW 


0,36 


Hs.80598 


transcription elongation factor A (SI I), 2 


D4Dl 


TrVTf5f$f5AACCA 


2,00 


0 36 


Hs.7750 


Novel human gene mapping to chomo- 
some 1 


5452 


CCAGATTTTGG 


2,00 


0.36 


Hs.4788 


nicastrin 


5453 


ATATTGTCAAA 


2,00 


0,36 


Hs.3903 


Homo sapiens mRNA; cDNA 
DKFZp762L106 (from clone DKF 




CACTGCATATG 


2,00 


0.36 


Hs.196177 


phosphorylase kinase, gamma 2 (testis) 


0400 


r;A(^rATAATAA 


2 00 


0.36 


Hs.1 70065 


Wiskott-Aldrich syndrome-like 


SLA 

0400 




66,00 


3 76 


Hs. 182825 


ribosomal protein L35 


04 Of 




5,00 


0 67 

w,w > 


Hs.166161 


dynamin 1 


5458 


AAGCCAGGACA 


8,00 


0,90 


Hs.1 0326 


coatomer protein complex, subunit epsi- 
lon 


5459 


TTTCTAGTTTG 


11,00 


1,09 


Hs.1 11894 


membrane nucleoside transporter 


5460 


GGCAACGTGGT 


6,00 


0.76 


Hs.80162 


Huntinqtin interacting protein K 


5461 


AAGACAGTGGC 


102,00 


5.46 


Hs.1 841 OS 


ribosomal protein L37a 


5462 


GAGGGGAGGAA 


1,00 


0.19 


Hs. 83634 


host cell factor C1 (VP16-accessory 
protein) 
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5462 


\ TAAATGTTGAT 


1,0C 


0.1S 


) Hs.83572 


Human clone 23721 mRNA sequence 


5 


6464 


CCTGCCACCCC 


1.0C 


) 0.1S 


) Hs.6133 


ESTs, Highly similar to JC5772 tissue- 
specific calpa 




5465 


ACACTCTCCCC 


1.0C 


0.1S 


Hs.57222 


nurim (nuclear envelope membrane 
protein) 




5466 


GGAGTAAGGGG 


1.0C 


0.1S 


Hs.5163 


ESTs 


10 


5467 


ATCGCGACACT 


1.0C 


0.1S 


I Hs.4864 


KIAA0892 protein 




5468 


GCGAAAAAAAA 


1.0C 


I 0,19 


Hs.4746 


Homo sapiens mRNA; cDNA 
DKFZp761M16121 (from clone D 




5469 


TGTGCTGAGAG 


1.00 


0,19 


Hs.284136 


PRO2047 protein 




5470 


CTTTTAGGCCT 


1.00 


0,19 


Hs.23202 


ESTs 


15 


5471 


CCTGTACTCCC 


1,00 


0,19 


Hs.229434 


EST 




5472 


CACTCACACAA 


1,00 


0,19 


Hs.2280 


ribophorin I 




5473 


TGTATTCAGCA 


1,00 


0,19 


Hs.21765 


hypothetical protein of unknown function 


20 


5474 


TGGGAAACCTG 


1.00 


0.19 


Hs.211568 


eukaryotic translation initiation factor 4 
gamma, 1 




5475 


ATGCTGCCAAA 


1.00 


0,19 


Hs.210749 


proline synthetase co-transcribed (bacte- 
rial homolog 




5476 


CCAGCAGCTTC 


1,00 


0,19 


Hs.200317 


KIAA1404 protein 


25 


5477 


AGACAGTAATA 


1.00 


0,19 


Hs.127610 


acyl-Coenzyme A dehydrogenase, C-2 to 
C-3 short chai 




5478 


TATTTCAGTGA 


1.00 


0,19 


Hs.12373 


adenylate cyclase 6 




5479 


TGGCTAGATTT 


1,00 


0,19 


Hs.11463 


UMP-CMP kinase 


30 


5480 


CACTCTGGAAT 


1.00 


0,19 


Hs. 110707 


H326 




5481 


CTGCCCTAGTA 


1.00 


0.19 


Hs.1 06730 


chromosome 22 open reading frame 3 


35 


5482 


AAGCTGAGTGG 


7.00 


0,83 


Hs.79024 


heterogeneous nuclear ribonucleoprotein 
M 


5483 


TTGCTGGAGAA 


4,00 


0,59 


Hs.197114 


RNA binding protein; AT-rich element 
binding factor 




5484 


GCAGCTAATTT 


3,00 


0.49 


Hs.8207 


GK001 protein 




5485 


AGAGCAAGTAC 


3,00 


0,49 


Hs. 78050 


small acidic protein 


40 


5486 


CTTGATTAAAC 


2.00 


0,36 


Hs.284265 


Homo sapiens pRGR1 mRNA, partial 
cds 




5487 


GCCCGCAAGCT 


2,00 


0,36 


Hs.278675 


bromodomain-containing 4 


45 


5488 


TGAAAGTAACA 


2.00 


0.36 


Hs.256583 


interleukin enhancer binding factor 3, 
90kD 




5489 


ACATCATCGAT 


57,00 


3,51 


Hs. 182979 


ribosomal protein L12 




5490 


^ I TACAAAGAG 


5,00 


0.68 


Hs.75360 


carboxypeptidase E 




5491 


AAGCCCAGGCT 


3,00 


0,49 


Hs. 19610 


DKFZP564N1362 protein 


50 


5492 


ATCCACATCGC 


8,00 


0,92 


Hs. 11 9503 


HSPC025 




5493 


ACTGGCTGCTG 


5,00 


0,69 


Hs.74649 


cytochrome c oxidase subunit Vic 




5494 


TGTGTGTTTGT 


5,00 


0,69 


Hs.226117 


H1 histone family, member 0 


55 


5495 


TTCCCCTTCCT 


2,00 


0,37 


Hs.75730 


signal recognition particle receptor 
'docking prote 




5496 


GGGGAAGGGCA 


2,00 


0,37 


Hs.65377 


ESTs 




5497 


CCCTGAATCCC 


2,00 


0,37 


Hs. 184592 


Human clone A9A2BRB5 
(CAC)n/(GTG)n repeat-containinq 


60 


5498, 


AATGAACAATA 


2,00 


0,371 


Hs.11342 


ninjurin 1 




5499 


Ul I IGGCAGIG 


6,00 


0,781 


Hs.283690 


hypothetical protein 




5500 < 


GAGGCCTCAGC 


3,00 


0,501 


1184 


hypothetical protein FLJ20419 
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5501 


TTCTGGCTGCG 


7,00 


0,86 


Hs.1 19251 


ubiquinol-cytochrome c reductase core 
protein I 




5502 


TGGTACACGTA 


11,00 


1,15 


Hs.279574 


CGI-39 protein 




5503 


GAGGGCCGGTG 


6,00 


0,78 


Hs.36727 


hypothetical protein FLJ10903 


> 


5504 


GAAAAAATAAA 


1,00 


0,19 


Hs.94925 


dihydroorotate dehydrogenase 




5505 


GTTGTAAATAA 


1,00 


0,19 


Hs.92033 


Homo sapiens cDNA FU10181 fis, clone 
HEMBA1 004227. 




5506 


AGGTGCCTCGG 


1.00 


0,19 


Hs.84285 


ubiquitin-conjugating enzyme E2I (ho- 
mologous to yeas 




5507 


CI I ICCI I 1 IC 


1,00 


0,19 


Hs.80658 


uncoupling protein 2 (mitochondrial, 
proton carrier) 




5508 


Al 1 1 1 IGCCCI 


1.00 


0,19 


Hs.79372 


retinoid X receptor, beta 


15 


5509 


TTCCACCAACC 


1.00 


0,19 


Hs.75618 


RAB1 1A, member RAS oncogene family 




5510 


TAGGAGA 1 1 1 1 


1.00 


0,19 


Hs.74597 


stromal interaction molecule 1 




5511 


TGGAAGAATGG 


1.00 


0,19 


Hs.6774 


ESTs 




5512 


TTCATTATAGG 


1,00 


0,19 


Hs.6315 


acetylserotonin O-methyltransferase-like 


20 


5513 


GGCCTGTGTGA 


1,00 


0,19 


Hs.4973 


hypothetical protein 




5514 


AACTAACATTT 


1,00 


0,19 


Hs.3297 


ribosomal protein S27a 




5515 


CTGTATTAAAA 


1.00 


0,19 


Hs.28264 


Homo sapiens mRNA; cDNA 
DKFZp564L0822 (from clone DK 


25 


5516 


TTGCTATGAAA 


1.00 


0,19 


Hs.26549 


ESTs 




5517 


TTACTCTTTCT 


1.00 


0,19 


Hs.2533 


aldehyde dehydrogenase 9 (gamma- 
aminobutyraldehyde d 


* 


5518 


ACTTATGTTTA 


1.00 


0,19 


Hs.234896 


geminin 


30 


5519 


CTGTTATAGGA 


1.00 


0.19 


Hs.206521 


YME1 (S.cerevisiae)-like 1 




5520 


ATGGCTCACAC 


1,00 


0.19 


Hs. 154879 


DiGecrge syndrome critical region gene 
DGSI 




5521 


1 1 1 1 CCCAUCA 


1.00 


0.19 


Hs. 153937 


activated p2lcdc42Hs kinase 


35 


5522 


TTTCTGAAAAA 


1,00 


0,19 


Hs. 109646 


NADM dehydrogenase (ubiquinone) 1 
beta subcomplex, 6 




5523 


GACCTCACTGT 


1 00 


0 19 


Hs. 109047 


ESTs, Weakly similar to 21 1921 OA 
mucin [H. sapiens] 


40 


5524 


Gl 1 II 1 1 1 IAA 


1.00 


0,19 


Hs.10114 


ESTs, Weakly similar to unnamed pro- 
tein product [H.s 




5525 


CTGTCCTTGTG 


5.00 


0.70 


Hs.6101 


Human DNA sequence from clone 
511E16 on chromosome 6 


45 


5526 


CCACCCCGAAT 


15.00 


1.41 


Hs.74637 


testis enhanced gene transcript 




5527 


TATGACTTAAT 


7,00 


0.87 


Hs.1 73737 


Homo sapiens mRNA, clone:P02ST9 




5528 


GCCCCAGCGAG 


3.00 


0.50 


Hs. 238296 


ADP-ribosylation factor binding protein 
GGA1 


50 


5529 


CTGACCGGTGC 


2.00 


0,37 


Hs.8068 


hematopoietic PBX-interacting protein 




5530 


TGTGTGCCACT 


2.00 


0,37 


Hs.72925 


chromosome 11 open reading frame 13 




5531 


AATTGCCACTG 


2,00 


0,37 


Hs.61389 


ESTs, Weakly similar to unnamed pro- 
tein product [H.s 


55 


5532 


ACAAAAAAAAA 


2.00 


0,37 


Hs. 274387 


Homo sapiens mRNA; cDNA 
DKFZp434A1520 (from clone DK 




5533 


TGAATGTCAAG 


2,00 


0,37 


Hs.230767 


EST 




5534 


TACGAAGTTCT 


2,00 


0,37 


Hs.1 91 05 


translocase of inner mitochondrial mem- 
brane 17 (yeas 


ft) 


5535 


CTGAGTCTCCC 


9,00 


1,03 


Hs. 77269 


guanine nucleotide binding protein (G 





65 



157 

NSDOCID:<DE 1O10O127A1J > 



DE 101 00 127 A 1 















protein), alph 




5536 


GAG G CGATC AG 


4,00 


0,61 


Hs.30783 


hypothetical protein FLJ20850 




5537 


GCCCCCCACTC 


3,00 


0,50 


Hs. 75074 


mitogen-activated protein kinase- 
activated protein k 




oooo 


OACTCGTo i GA 


3,00 


0,50 


Hs.146409 


wingless-type MMTV integration site 
family, member 4 


10 


5539 


GGAGAAGATGA 


3,00 


0,50 


Hs.132415 


prefoldin 2 




5540 


TTTGGTC l l 1 1 


3,00 


0,50 


Hs. 109773 


hypothetical protein FLJ20625 




5541 


GGGGGACGGCT 


7,00 


0,89 


Hs.21346 


hypothetical protein LOC58481 




5542 


TAGTCCCTCTT 


2,00 


0,38 


Hs. 84264 


acidic protein rich in leucines 


15 


5543 


TATGCGT1 IGG 


2,00 


0,38 


Hs. 76611 


ESTs 


5544 


All l l GTGTCA 


2,00 


0,38 


Hs.75056 


adaptor-related protein complex 3, delta 
1 subunit 




5545 


GACTCTGGTGC 


12,00 


1,26 


Hs.2953 


ribosomal protein S15a 


20 


5546 


GCAGGTCAGCC 


3,00 


0,51 


HS78950 


branched chain keto acid dehydro- 
genase E1, alpha pol 




5547 


CAGACl HIM 


3,00 


A aT 4 

0,51 


Hs.74649 


cytochrome c oxidase subunit Vic 


25 


5548 


TTCAGTTGCTT 


3,00 


0,51 


Hs.26700 


Homo sapiens cDNA FLJ10309 fis, clone 
NT2RM2000287 


5549 


TAGAAACCAGA 


3.00 


0,51 


Hs.194662 


calponin 3, acidic 




5550 


ACTCGCTCTGT 


3,00 


0,51 


Hs. 11669 


laminin, alpha 5 




5551 


CTGGGTTAATA 


99,00 


6,16 


Hs.126701 


ribosomal protein S19 


30 


5552 


CCGTCCAAGGG 


57,00 


3,91 


Hs.80617 


ribosomal protein S16 


5553 


GAGTGAAAGAC 


2,00 


0,38 


Hs.5811 


hypothetical protein FLJ20467 




5554 


GAGCTCCACAG 


2,00 


0,38 


Hs.3407 


protein kinase (cAMP-dependent, cata- 
lytic) inhibitor 


35 


5555 


AAAGTGGAAAA 


2,00 


0,38 


HS. 2036 13 


ESTs, Weakly similar to ALUBJHUMAN 

■ ■ft A. t at a ^^^^ ftfc 

!!!! ALU CLASS B 




5556 


AATGGGGGTTA 


1,00 


0,19 


Hs.94308 


Homo sapiens cDNA FLJ 10447 fis, clone 
NT2RP1 000851 


40 


5557 


CT1TGCIMII 


1,00 


0,19 


Hs.84264 


acidic protein rich in leucines 


5558 


GTACGAATGGC 


1,00 


0,19 


Hs. 82065 


interleukin 6 signal transducer (gp130, 
oncostatin M 




5559 


TGAAGGTGGAT 


1,00 


0,19 


Hs.7840 


calcineurin binding protein 1 


45 


5560 


GAATGAGCAAC 


1,00 


0,19 


Hs.6686 


ESTs 


5561 


GCTGCAAAGGA 


1,00 


0,19 


Hs.61628 


calcium binding atopy-related autoanti- 
genl 




5562 


CTAGATTCCCT 


1,00 


0,19 


Hs.46783 


ESTs 




5563 


^^^^^r^^^^A ^^^^^^^^^^ 

TCTGTAGGCTG 


1,00 


0,19 


Hs. 38694 


ESTs 


50 


5564 


CAGGGCTCGCG 


1,00 


0,19 


Hs.29288 


Homo sapiens mRNA; cDNA 
DKF2p434P174 (from clone DKF 




5565 


CCTGGGTCCTG 


1,00 


0,19 


Hs.285845 


Homo sapiens cDNA FLJ20358 fis, clone 
HEP16618 


55 


5566 


GAGAGGAAACT 


1,00 


0.19 


Hs.275425 


hypothetical protein 




5567 


TGGTTCTATAT 


1,00 


0,19 


Hs.26213 


Human DNA sequence from clone RP3- 
447F3 on chromosom 




5568 


TGCCTATAGCC 


1,00 


0,19 


Hs.258445 


EST 


ft) 


5569 


CACCCTGTACA 


1,00 


0,19 


Hs.25450 


solute carrier family 29 (nucleoside 
transporters), 




5570 


AAGGAGAATGG 


1,00 


0,19 


Hs.22119 


Homo sapiens cDNA FLJ20318 fis, clone 
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HEP08704 




5571 


CACGACTGTTC 


1,00 


0,19 


Hs. 184779 


Homo sapiens mRNA; cDNA 
DKFZp586B1922 (from clon DK 




5572 


Al I I I ICI I IA 


1,00 


0,19 


Hs. 182741 


TIA1 cytotoxic granule-associated RNA- 
binding protei 


5 


5573 


AATGGTTAGCC 


1.00 


0,19 


Hs.103657 


hypothetical protein PR02219 




5574 


GTGGCATCACC 


6,00 


0,82 


Hs.14317 


hypothetical protein Nop10p 


lu 


5575 


AGCACCTCCAG 


87.00 


5,62 


Hs.75309 


eukaryotic translation elongation factor 2 


5576 


CCAAAATTAGG 


3.00 


0,51 


Hs.239737 


C-terminal binding protein 1 




5577 


TTTGTGACTGT 


6.00 


0,82 


Hs.239737 


C-terminal binding protein 1 




5578 


GTGCACTGAGC 


23,00 


2,01 


Hs.181244 


major histocompatibility complex, class I, 
A 


15 


5579 


CTCAAAAAAAA 


4,00 


0,63 


Hs. 165998 


DKFZP564M2423 protein 




5580 


TTGGGGAAACA 


2.00 


0,38 


Hs.81029 


biliverdin reductase A 




5581 


AGGCTGTGTTC 


2.00 


0.38 


Hs.79 


aminoacylase 1 


20 


5582 


GGGGCTGTGGC 


2.00 


0,38 


Hs.331 


general transcription factor IIIC, polypep- 
tide 1 (al 


5583 


TGTGTGTGTGT 


2.00 


0,38 


Hs.285681 


WS basic-helix-loop-helix leucine zipper 
protein 




5584 


CTTCTGTCTCC 


2.00 


0,38 


Hs.1 08824 


ESTs, Weakly similar to cDNA EST 
yk415c1 2.5 comes fr 


25 


5585 


AACGTGCAGGG 


6.00 


0,83 


Hs.160786 


argininosuccinate synthetase 




5586 


GATAGTTGTGG 


5.00 


0,74 


Hs.77558 


thyroid hormone receptor interactor 7 


30 


5587 


CAAGGATCTAC 


5.00 


0,74 


Hs.31989 


DKFZP586G1722 protein 


5588 


ATCAAGTTCGA 


5.00 


0,74 


Hs.108082 


ESTs, Weakly similar to Ydr472wp 
[S.cerevisiae] 




5589 


CAGGGGAGTGG 


3,00 


0,53 


Hs.79396 


N-methylpurine-DNA glycosylase 




5590 


CTCCAATAAAA 


3,00 


0,53 


Hs.278559 


talin 


35 


5591 


CCTTATATTTG 


3,00 


0,53 


Hs.1 18174 


tetratricopeptide repeat domain 3 




5592 


TTACGATGAAT 


2,00 


0,39 


Hs.6335 


phosphatidylinositol-4-phosphate 5- 
kinase, type II, 


40 


5593 


CCACACACCGT 


2.00 


0,39 


Hs.4877 


CGI-51 protein 


5594 


GACTAGTGCGT 


2.00 


0,39 


Hs.1 81 551 


ESTs 




5595 


GCAGCTCAGAT 


1,00 


0,20 


Hs. 81648 


Homo sapiens cDNA FLJ11021 fis. clone 
PLACE1 003704, 


45 


5596 


ACTCCAGCTGA 


1.00 


0,20 


Hs.7763 


vesicle docking protein p115 


5597 


GTGTCGCATCT 


1.00 


0,20 


Hs.7734 


Homo sapiens cDNA FLJ20684 fis, clone 
KAIA3469 




5598 


TGGAAAAAAAA 


1.00 


0,20 


Hs.61255 


fructose-1,6-bisphosphatase 2 




5599 


GTAATTTAAAC 


1.00 


0,20 


Hs.57664 


Homo sapiens mRNA full length insert 
cDNA clone EURO 


50 


5600 


CAGTATCCCAG 


1.00 


0,20 


Hs.4994 


transducer of ERBB2, 2 




5601 


AATCGCTAATA 


1.00 


0,20 


HS.47986 


Homo sapiens mRNA; cDNA 
DKFZp586H051 (from clone DKF 


55 


5602 


CCAGTTTGTAT 


1.00 


0,20 


Hs.42331 


ephrin-A4 




5603 


AATAAAATTAG 


1.00 


0,20 


Hs.271980 


mitogen-activated protein kinase 6 




5604 


AGGAGCCTTAG 


1.00 


0,20 


Hs 25059 


A kinase (PRKA) anchor protein 8 




5605 


AATATGGTACA 


1.00 


0,20 


Hs.236774 


high-mobility group (nonhistone chromo- 
somal) protein 




5606 


AATTTACTTCC 


1.00 


0,20 


Hs.1742 


IQ motif containing GTPase activating 
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protein 1 




5607 


CCGGTTGGCAA 


1,00 


0,20 


Hs. 13740 


ESTs 


5 


5608 


TTTGGAAAAAA 


1,00 


0,20 


Hs. 12482 


glyceronephosphate O-acyltransferase 




5609 


GCTCATTAAAG 


1,00 


0,20 


Hs. 11 2237 


ESTs 




5610 


TCCACGCACCA 


4,00 


0,64 


Hs.82023 


hypothetical orotein similar to mouse 

■/ p'w*" ■ w »■ w«*f VIWII 1 Will 11101 IW 1 1 IvU WW 

Fbw5 


11) 


5611 


ACTTACCTGCT 


19,00 


1.84 


Hs. 174031 


cytochrome c oxidase subunit Vlb 


5612 


TCTGCTTACAG 


7,00 


0,94 


Hs.74267 


ribosomal protein L15 




5613 


ATGACTCAAGG 


5,00 


0,76 


Hs.239752 


nuclear receptor subfamily 2, group F, 
member 6 




5614 


GATGAACACTG 


2,00 


0,39 


Hs. 32826 


CGI-130 protein 


1 5 


5615 


TCGCCCAGGCG 


2,00 


0,39 


Hs.26870 


ESTs 




5616 


ACAAGAATTGT 


3,00 


0,54 


Hs.80919 


synaptophysin-Iike protein 


20 


5617 


TACCCCACCCT 


9,00 


1.13 


Hs.7647 


MYC-associated zinc finger protein 
(purine-binding t 


5618 


AGCCTGCAGAA 


6,00 


0.87 


Hs. 10927 


hypothetical protein R33729 1 




5619 


GGATTCCAGTT 


3 00 

W, WW 


0.54 


Hs.5321 


ARP3 (a ctin- related oratein 3 vpa^ 
homolog 


25 


5620 


GGAGTCTAACT 


3,00 


0.54 


Hs.240170 


ESTs Moderate! v similar to alfernaiivplv/ 

i 9| I u ivVJvi wlvlj wll 1 IIIOI I w CIllwl 1 lOIIVwIV 

spliced pr 




5621 


GGAGTGTGCGT 


2,00 

(to, ww 


0,40 


Hs.4944 


ESTs. Weaklv similar to AIF1 HUMAN 
ALLOGRAFT INFLAMM 


:» 


5622 


GAAATCCGCAC 


2,00 

«», WW 


0,40 


Hs.279854 


mannosidase, aloha class 2B member 

1 




5623 


TCTGTAACACC 


2,00 


0,40 


Hs. 260622 


butyrate-induced transcript 1 




5624 


TTCTGGCACTG 


2,00 


0.40 


Hs.20237 


DKFZP566C134 protein 


35 


5625 


GGCTCAAAACT 


1,00 


0,20 


Hs. 90625 


Human DMA sequence from clone 
475B7 on chromosome Xq 




5626 


GTGGCCCCGGC 


1,00 


0,20 


Hs.77575 


ESTs 




5627 


TCTCTGCCTCT 


1,00 


0.20 


Hs.77365 


hypothetical protein FLJ11000 




5628 


TTCTGTAGCCC 


1,00 


0.20 


Hs.5541 


ATPase, Ca*+ transporting, ubiquitous 


40 


5629 


AATGGAGACTT 


1,00 


0.20 


Hs.2943 


signal recognition particle 19kD 




5630 


GAGGGCCTTCA 


1,00 


0.20 


Hs.284233 


NICE-5 protein 




5631 


GTGAGGCCCCG 


1,00 


0.20 


Hs.272193 


Homo sapiens cDNA FLJ20149 fis, clone 
COL08213 


4S 


5632 


TACCCACAGAG 


1,00 

■ (WW 


0,20 


Hs.26209 


ESTs 




5633 


TTACCGTCCCC 


1,00 


0,20 


Hs.25601 


chromodomain helicase DMA binding 
orotein 3 


50 


5634 


GGAAGATGATG 


1,00 


0,20 


Hs. 19762 


ESTs, Weakly similar to unknown 
0. melanogaster] 




5635 


GAGGGAAATGG 


1,00 


0,20 


Hs. 12862 


radical fringe (Drosophila) homolog 




5636 


AAGCTGTGTCT 


1,00 


0.20 


Hs. 108332 


ubiauitin-coniuaatina enzvme E2D 2 
homologous to ye 


55 


5637 


CACAGGGCCAT 


1,00 


0,20 


Hs. 1078 12 


ESTs, Weakly similar to PSF HUMAN 
PTB-ASSOCIATED SPL 




5638 


GTAGATGCAAG 


1,00 


0,20 


Hs. 101 047 


transcription factor 3 (E2A immunoglobu- 
in enhancer 




5639 


TCAGCGGAGAA 


1,00 


0.20 


Hs. 100469 


myeloid/lymphoid or mixed-lineage leu- 
kemia (trithora 




5640 


GTGACTGCCAC 


5,00 


0.78 


Hs.84183 


diptheria toxin resistance protein re- 
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quired for diph 




5641 


GGCCTGCTGCT 


10.00 


1,24 


Hs.9634 


ESTs. Highly similar to C10 [H. sapiens] 




5642 


AAGGAAGCAAT 


4.00 


0,67 


Hs. 194703 


adaptor-related protein complex 4, mu 1 
subunit 


5 


5643 


AAATGCCACAC 


8.00 


1,07 


Hs.65450 


reticulon 4 




5644 


TGTGTTGAGAG 


150,00 


10,78 


Hs.275221 


hypothetical protein FLJ20061 




5645 


CTGCTGAGTGA 


6.00 


0,89 


Hs.79259 


hypothetical protein 




5646 


CCTGCTCCCTG 


4.00 


0,67 


Hs.184601 


solute carrier family 7 (cationic amino 
acid transpo 


10 


5647 


GTAGAAAAGAA 


2.00 


0,40 


Hs.75056 


adaptor-related protein complex 3. delta 
1 subunit 




5648 


AGCCTGTTGCA 


2,00 


0,40 


Hs.1 82885 


ESTs, Weakly similar to M03F8.2 
[C.elegans] 


15 


5649 


TGGAGGTGGGG 


2.00 


0,40 


Hs.1 82625 


VAMP (vesicle-associated membrane 
protein)-associate 




5650 


TGGCCCTCCAG 


2,00 


0,40 


Hs.181015 


signal transducer and activator of tran- 
scription 6, 


20 


5651 


CCGTTCTGGAT 


2,00 


0,40 


Hs.1 73638 


Homo sapiens partial TCF-4 gene for T- 
cell transcrip 




5652 


GTGTTGGGGGT 


3.00 


0,55 


Hs.55016 


ESTs 


25 


5653 


TGATGTTTGAC 


5.00 


0,79 


Hs.75416 


DAZ associated protein 2 




5654 


TCACAAGCAAA 


23.00 


2.31 


Hs.1 46763 


nascent-polypeptide-associated complex 
alpha polypep 




5655 


TCAGAGAATAA 


2.00 


0,41 


Hs.99486 


ESTs 


30 


5656 


CATCCCGTGAC 


2,00 


0.41 


Hs.81118 


leukotriene A4 hydrolase 




5657 


TTAAGACTTCA 


2.00 


0.41 


Hs.80562 


gelsolin (amyloidosis, Finnish type) 




5658 


ACTTGCGAATA 


2.00 


0,41 


Hs.77735 


fibrogenic lymphokine 




5659 


TCTGGGGAAAT 


1.00 


0,21 


HS.87417 


cathepsin L2 


35 


5660 


GTGTACCGGAT 


1.00 


0,21 


Hs.8517 


pleckstrin homology, Sec7 and coiled/coil 
domains 2 




5661 


ACGCTCATCGT 


1.00 


0,21 


Hs.81217 


frizzled (Drosophila) homolog 2 




5662 


ncci I I I IAC 


1.00 


0,21 


Hs.75682 


autoantigen 


40 


5663 


ATGCAGAGATT 


1.00 


0,21 


Hs.7137 


clones 23667 and 23775 zinc finger 
protein 




5664 


TCACAAACTTC 


1.00 


0,21 


Hs.61828 


amyloid beta precursor protein-binding 
protein 1 , 59 


45 


5665 


AGACTATATTT 


1.00 


0,21 


Hs.56542 


X-prolyl aminopeptidase (aminopepti- 
dase P) 1 , solubl 




5666 


CCTGAAAAGCT 


1,00 


0,21 


Hs.3964 


Homo sapiens clone 24877 mRNA se- 
quence 


50 


5667 


TTTCTGTTTTA 


1.00 


0,21 


Hs.31189 


ESTs. Weakly similar to ALU2 HUMAN 
ALU SUBFAMILY SB 




5668 


ll ICI I I I IGA 


1.00 


0,21 


Hs. 286236 


eukaryotic translation initiation factor 5 




5669 


TTGTTGGTCAA 


1.00 


0,21 


Hs.285950 


ESTs 


55 


5670 


GGAGCCAGCTG 


1.00 


0,21 


Hs.279894 


PR01659 protein 




5671 


CAGAAGTGTCA 


1.00 


0.21 


Hs.278441 


KIAA0015 gene product 




5672 


ATGGGGAGAGA 


1,00 


0,21 


Hs 24989 


ESTs 




5673 


GCGTGACTTCT 


1.00 


0,21 


Hs.22897 


ESTs, Weakly similar to AF161483J 
HSPC134 fH.sapien 


60 


5674 


CAAAAGCTTAT 


1.00 


0,21 


Hs.21941 


AD021 protein 
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5675 


GCTTCGTGCTG 


1,0C 


I 0,21 


Hs.208912 


Novel human gene mapping to chomo- 
some 22 




5676 


AAAGTGGCTAC 


1,00 


0,21 


Hs. 183868 


glucuronidase, beta 




5677 


GCTAGTGAAAT 


1,00 


0,21 


Hs.1 81406 


endothelin converting enzyme 1 




5678 


CIAAACI I I I I 


1,00 


0,21 


Hs. 180919 


inhibitor of DNA binding 2, dominant 
negative helix- 


111 


5679 


CCTGTAACCCT 


1,00 


0,21 


Hs.151777 


Human translation initiation factor elF- 
2alpha mRNA, 




5680 


CCTCCAGCCCC 


1,00 


0,21 


Hs.1 46428 


collagen, type V, alpha 1 




5681 


CTGTCTGTTCT 


1,00 


0,21 


Hs.101174 


microtubule-associated protein tau 


1 ^ 


5682 


TGGGCAAAGCC 


58,00 


4,85 


Hs.2186 


eukaryotic translation elongation factor 1 
gamma 




5683 


TGCGGCTGGTT 


3,00 


0,56 


Hs.74617 


dynactin 1 (p150, Glued (Drosophila) 
homolog) 




5684 


AAGTGGGTGCC 


6,00 


0,92 


Hs.1 19475 


cold inducible RNA-binding protein 


21) 


5685 


TGCCCAGGATT 


2,00 


0,41 


Hs.91448 


MKP-1 like protein tyrosine phosphatase 




5686 


TCTGTATCCCC 


2,00 


0,41 


Hs.724 


thyroid hormone receptor, alpha (avian 
erythroblasti 




5687 


GCTTAACCTGG 


7,00 


1,03 


Hs.77508 


glutamate dehydrogenase 1 


25 


5688 


GTATTCCCCTT 


7,00 


1.03 


Hs.1 17176 


poly(A)-binding protein, nuclear 1 




5689 


CTTGAGCAATA 


6,00 


0.93 


Hs.848 


FK506-binding protein 4 (59kD) 




5690 


GTGATCATTAA 


1,00 


0,21 


Hs.8949 


ESTs, Weakly similar to AF126780_1 
retinal short-cha 




5691 


AAAATCTGCCA 


1,00 


0,21 


Hs.878 


sorbitol dehydrogenase 




5692 


GATGGAGCCCT 


1,00 


0,21 


Hs.74649 


cytochrome c oxidase subunit Vic 




5693 


CTCAGGAAGCT 


1,00 


0,21 


Hs.7019 


signal-induced proliferation-associated 
gene 1 


35 


5694 


GCTTTGTATCC 


1,00 


0.21 


Hs.286078 


E2k 




5695 


ACCAGGTCCAC 


1,00 


0.21 


Hs.285445 


solute carrier family 5 (sodium- 
dependent vitamin fr 


40 


5696 


CTGGCCGACTT 


1,00 


0,21 


Hs.274149 


proline and glutamic acid rich nuclear 
protein 




5697 


GGGAACGGAGG 


1,00 


0,21 


Hs .267831 


Rho GTPase activating protein 5 




5698 


AATGGATTATT 


1,00 


0.21 


Hs.247452 


FabG (beta-ketoacyI-[acyl-carrier-protein] 
reductase 


45 


5699 


AAGATAAACTC 


1,00 


0,21 


Hs.19015 


ESTs, Weakly similar to NR54 HUMAN" 
54 KDA NUCLEAR RN 




5700 


TGGCTGGCCAC 


1,00 


0,21 


Hs.1 741 42 


colony stimulating factor 1 receptor, 
formerly McDon 


50 


5701 


CTTGTGATCCC 


1,00 


0,21 


Hs.1 73042 


KIAA1143 protein 




5702 


GTTAAAAAAAA 


1,00 


0,21 


Hs.135183 


centaurin-aipha 




5703 


TGGGGCCGCAG 


1,00 


0,21 


Hs.126759 


ESTs 




5704 


ICI II 1 IGGGG 


1,00 


0,21 


Hs.1 20854 


ESTs 


55 


5705 


CI 1 1 IGI 1 1 IC 


1,00 


0,21 


Hs.108319 


thyroid hormone receptor-associated 
protein, 150 kDa 




5706 


CATAGTTTTAG 


1.00 


0.21 


Hs.1 06823 


H.sapiens gene from PAC 426I6, similar 
to syntaxin 7 


H) 


5707 


GCTGATTGGCA 


1,00 


0,21 


Hs.1 04476 


ESTs 




5708 


TGGTTGCGACA 


1,00 


0,21 


Hs.101408 


branched chain aminotransferase 2, 
mitochondrial 
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5709 


TTACTAAATGG 


6,00 


0,94 


Hs. 155560 


calnexin 




5710 


TACTAATAAAA 


5,00 


0,83 


Hs. 11565 


ESTs, Weakly similar to F15D4.3 
[C.elegans] 




5711 


CCTTCTGGTGG 


3,00 


0,58 


Hs.82643 


protein tyrosine kinase 9 


5 


5712 


ATGACACTCAC 


4,00 


0,71 


Hs.82306 


destrin (actin depolymerizing factor) 




5713 


GCTCCCAGACT 


7,00 


1,06 


Hs.5097 


synaptogyrin 2 




5714 


GGAAGGGAGGC 


6,00 


0,95 


Hs.279581 


hypothetical protein FLJ20568 




5715 


TAACCCAGCAG 


3,00 


0,58 


Hs.7043 


succinate-CoA ligase, GDP-forming, 
alpha subunit 


10 


5716 


TAAAAAAAAAA 


17,00 


2.01 


Hs.98658 


budding uninhibited by benzimidazoles 1 
(yeast homol 




5717 


1 1 I IGIAAATA 


2,00 


0,43 


Hs.75607 


rnyristoylated alanine-rich protein kinase 
C substrat 


15 


5718 


GGCATTGTTCA 


2,00 


0,43 


Hs.3128 


polymerase (RNA) II (DNA directed) 
polypeptide H 




5719 


TTGGG I I I I GA 


2,00 


0,43 


Hs.261239 


ESTs, Moderately similar to 
ALU8 HUMAN ALU SUBFAMILY 


20 


5720 


CCTGGATAAAT 


2,00 


0,43 


Hs. 181 634 


Human Chromosome 16 BAC clone 
CIT987SK-A-61E3 




5721 


GGCAATATGGT 


2,00 


0,43 


Hs.1 60823 


ESTs 


25 


5722 


GAAAAGAGATT 


1.00 


0,22 


Hs.92145 


ESTs 




5723 


TCTGTTAATAA 


1,00 


0,22 


Hs.89434 


drebrin 1 




5724 


TACATTCACCT 


1,00 


0,22 


Hs 82043 


D123 gene product 




5725 


GTTCTCCCTTC 


1,00 


0,22 


Hs 49657 


Homo sapiens mRNA; cDNA 
DKFZp547N084 (from clone DKF 


30 


5726 


CTGTGCTCTAA 


1,00 


0,22 


Hs.42500 


ADP-ribosylation factor-like 5 




S797 


TGGGCTGGGGT 


1 00 

1 | WW 


0 22 


Hs.3416 


adipose differentiation-related protein 




9 r £.0 


fiAAGAACAAGT 


1,00 


0 22 


Hs.28491 


spermidine/spermine N1- 
acetyltransferase 


35 


5729 


GGAAGATGTTC 


1,00 


0,22 


Hs.284158 


Homo sapiens mRNA; cDNA 
DKFZp762B195 (from clone DKF 




5730 


TTAATAAAATA 


1,00 


0,22 


Hs.2707 


G1 to S phase transition 1 


40 


5731 


ACCTTGGGCAA 


1.00 


0,22 


Hs. 19554 


chromosome 1 open reading frame 2 




5732 


TGTACCTAACT 


1,00 


0,22 


Hs. 18272 


ESTs 




5733 


TGGCTTATTAA 


1,00 


0,22 


Hs. 18021 


hypothetical protein FLJ20446 




5734 


TTGTGATACTA 


1,00 


0,22 


Hs.175417 


ESTs 


45 


3 f OS 


GGCTTTCCCTG 

WWW 1 1 1 www ■ w 


1 00 

1 i WW 


0 22 


Hs.171802 


ESTs, Weakly similar to hypothetical 
protein [H.sapi 




5736 


TGTTTAATACA 


1,00 


0,22 


Hs. 143601 


Homo sapiens cDNA FLJ20678 fis, clone 
KAIA4163 


50 


5737 


CACCACCACAC 


1,00 


0,22 


Hs. 12331 9 


EST, Weakly similar to ALU1 HUMAN 
ALU SUBFAMILY J SE 




5738 


GGGAGCATTAA 


1,00 


0.22 


Hs.1 17582 


CGI-43 protein 




5739 


GGGAGGAGGGT 


1,00 


0,22 


Hs. 11 21 59 


ESTs 


55 


5740 


TGGACCCCCCG 


3,00 


0,59 


Hs.1 73501 


ESTs, Moderately similar to AF151825_1 
CGI-67 protei 




5741 


GTACTGTATGC 


4,00 


0.73 


Hs.1 80446 


karyopherin (importin) beta 1 




5742 


GTGTGTTTGTA 


19,00 


2,26 


Hs.1 18787 


transforming growth factor, beta-induced, 
68kD 


60 


5743 


CGCAGTGTCCT 


13,00 


1,70 


Hs.76159 


ATPase, H+ transporting, lysosomal 
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(vacuolar proton 


s 


5744 


AGTGCCGTGTG 


2.0C 


) 0,42 


> Hs.76391 


myxovirus (influenza) resistance 1 , ho- 
molog of murin 




5745 


GCCTGAGGGGC 


2.0C 


0,43 


IHs.14927 


ESTs, Moderately similar to 
TNRC_HUMAN LYMPHOTOXIN-B 




5746 


TCTCAATTCTT 


5,0C 


0,86 


Hs.146405 


wingless-type MMTV integration site 
family, member 4 


10 


5747 


TTCATTATAAT 


9,00 


1,32 


Hs.250655 


prothymosin, alpha (gene sequence 28) 




5748 


GATGAGTCTCG 


10.00 


1.43 


Hs.233952 


proteasome (prosome, macropain) sub- 
unit, alpha type. 


15 


5749 


ATGGAAAGGAA 


2.00 


0,44 


Hs.243901 


Homo sapiens cDNA FLJ20738 fis, clone 
HEP08257 




5750 


TGCTGCTTGAA 


2,00 


0,44 


Hs.12152 


APMCF1 protein 




5751 


TGTTAGCCTGT 


1,00 


0,22 


Hs.92384 


vitamin A responsive; cytoskeleton re- 
lated 


20 


5752 


I I I ICIGAGIG 


1,00 


0,22 


Hs.82238 


POP4 (processing of precursor , S. 
cerevisiae) homol 




5753 


ACCAAACTGTG 


1.00 


0,22 


Hs.77608 


splicing factor, arginine/serine-rich 9 




5754 


TGAATACTACT 


1.00 


0,22 


Hs.76507 


LPS-induced TNF-alpha factor 


25 


5755 


TCAAGTCCAGA 


1.00 


0,22 


Hs.75867 


solute carrier family 20 (phosphate 
transporter), me 




5756 


TGTACTTCCTA 


1.00 


0.22 


Hs.75485 


ornithine aminotransferase (gyrate atro- 
phy) 


30 


5757 


GAGGCAGAAGA 


1.00 


0,22 


Hs.6179 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 17 (72k 




5758 


TGCCTATAGTC 


1.00 


0,22 


Hs.55158 


ESTs, Weakly similar to weak similarity 
to TPR domai 


35 


5759 


GAAAGATTGGA 


1,00 


0,22 


Hs.5076 


sorting nexin 12 




5760 


GTCTTCTTAAT 


1.00 


0,22 


Hs.279884 


ONAJ domain-containing 




5761 


GAAGGCACCAT 


1,00 


0.22 


Hs.26706 


CGI-121 protein 




b/62 


AATGGCACTTA 


1.00 


0.22 


Hs.26023 


KIAA1041 protein 


40 


b/b3 


GATGAGCGGCT 


1.00 


0,22 


HS.227637 


chromosome 22 open readino frame 2 




5764 


TGACTGCTGCT 


1,00 


0,22 


Hs.214372 


ESTi 2 3 ~ 




5765 


GCCCAGGGACC 


1,00 


0,22 


Hs.205421 


EST 




5766 


TAAATGTCCTG 


1.00 


0.22 


Hs. 193331 


ESTs 


45 


5767 


GAGAATCTGAT 


1.00 


0,22 


Hs. 184352 


ESTs, Weakly similar to cDNA EST 
EMBLD36107 comes f 




5768 


TGTTTTGGAAC 


1.00 


0,22 


Hs. 176657 


RAN binding protein 3 




5769 


TGTAAGTTTTG 


1.00 


0,22 


Hs.161554 


hypothetical protein FLJ20159 


50 


5770 


TTGTAGCTCAA 


1.00 


0,22 


Hs. 159384 


KIAA0138 gene product 




5771 


TGGTCAAGGTG 


1,00 


0,22 


Hs. 13996 


ESTs 




5772 


TATGTGCCACT 


1,00 


0,22 


Hs. 122579 


hypothetical protein FLJ 10461 




5773 


TATGCCCTATC 


1.00 


0.22 


Hs. 115740 


KIAA0210 gene product 


55 


5774 


ACTGCTGTCTA 


1.00 


0.22 


Hs. 10724 


Homo sapiens HDCMD11P mRNA, 
partial cds 




5775 


AATCTGGTTGC 


1.00 


0.22 


Hs. 103804 


heterogeneous nuclear ribonucleoprotein 
U (scaffold 


r>o 


5776- 


AGGAAAGCTGC 


54.00 


5.44 


Hs.76437 I 


ribosomal protein L36 




b7/7, 


*CAGTGCTTGC 


5.00 


0.88 


Us. 80350 


protein phosphatase 2 (formerly 2A), 
catalytic subun 



65 
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5778 


GCCCCCCCGTG 


3,00 


0,61 


Hs.85573 


Homo sapiens mRNA; cDNA 
DKFZp566N034 (from clone DKF 




5779 


GAGCGGCCTCT 


3,00 


0,61 


Hs.77868 


ORF 




5780 


ACATCGTAGGG 


3,00 


0,61 


Hs. 108408 


CGI-78 protein 


5 


5781 


CAAGGGTAAGA 


7,00 


1,13 


Hs.76224 


EGF-containing fibulin-like extracellular 
matrix pro 




5782 


TTGTAATCGTG 


21,00 


2.55 


Hs. 125078 


ornithine decarboxylase antizyme 1 




5783 


GCAAAAAAAAA 


19,00 


2,37 


Hs.76293 


thymosin, beta 10 


10 


5784 


GGGTGTGTATT 


2,00 


0.45 


Hs.83347 


angio-associated, migratory cell protein 




5785 


ATACTGCTGCT 


2,00 


0,45 


Hs 82919 


cullin 2 




5786 


ACCATAATGTG 


2,00 


0.45 


Hs.821 


zinc finger protein homologous to Zfp92 
in mouse 


15 


5787 


GACTTGGAGGC 


2,00 


0.45 


Hs.77783 


membrane-associated tyrosine- and 
threonine-specific 




5788 


GACAGACATCA 


2,00 


0.45 


Hs.7517 


Homo sapiens mRNA; cDNA 
DKFZp434O1230 (from clone DK 


20 


5789 


CAGGTTGACAG 


2,00 


0.45 


HS.69235 


transportin-SR 




5790 


GTGCATCCCGA 


4,00 


0,76 


Hs.165843 


casein kinase 2, beta polypeptide 




5791 


I 1 1 I IAATGTT 


7,00 


1.14 


Hs.181307 


H3 histone, family 3A 




5792 


TCTATAGAGTT 


2,00 


0,45 


Hs.7351 


cyclic AMP phosphoprotein, 19 kD 


25 


5793 


TTTATTGAAAA 


2,00 


0,45 


Hs.43910 


CD164 antigen, sialomucin 




5794 


CGATCAGTTTG 


2,00 


0,45 


Hs. 34906 


ESTs 




5795 


CTGGGAGGAGG 


2,00 


0,45 


Hs.26518 


transmembrane 4 superfamily member 7 


30 


5796 


CTGGTTTCTCC 


2,00 


0.45 


Hs.258503 


p53 inducible protein 


5797 


CCTAGGACCTG 


2,00 


0,45 


Hs.149570 


actin related protein 2/3 complex, subunit 
4 (20 kD) 




5798 


AAGGCCACCGG 


2,00 


0.45 


Hs.1384 


O-6-methylguanine-DNA methyltrans- 
ferase 


35 


5799 


TAAAGTGTCTG 


2,00 


0,45 


Hs. 132875 


Homo sapiens HSPC309 mRNA, partial 
cds 




5800 


TTTAGGGGGAA 


2,00 


0.45 


Hs. 108319 


thyroid hormone receptor-associated 
protein, 150 kOa 


40 


5801 


TACAATTGTGA 


2,00 


0,45 


Hs. 107260 


hypothetical protein DKFZp586H0623 




5802 


GACTGCGTGCC 


3,00 


0,62 


Hs.3760 


KIAA0948 protein 




5803 


CGTGGGGTGGC 


4,00 


0,77 


Hs. 92679 


ESTs, Weakly similar to microtubule- 
based motor [H s 


45 


5804 


AGCTTGGACAG 


1,00 


0,23 


Hs. 92700 


0KFZP564O243 protein 




5805 


TATGTTCAGAA 


1,00 


0,23 


Hs.6241 


phosphoinositide-3-kinase, regulatory 
subunit, polyp 




5806 


CTACAATAAAT 


1,00 


0.23 


Hs.57100 


ESTs 


50 


5807 


TATCCTGGTAA 


1,00 


0,23 


Hs. 284291 


sorting nexin 6 




5808 


CAAATAAACTT 


1,00 


0,23 


Hs.25978 


ESTs 




5809 


CTGCCCTGGGA 


1,00 


0,23 


Hs.252259 


ribosomal protein S3 




5810 


CCAGAAAGAAT 


1,00 


0.23 


Hs.245188 


tissue inhibitor of met alio proteinase 3 
(Sorsby fund 


55 


5811 


ATCTCTTTCCC 


1,00 


0.23 


Hs.241521 


ESTs, Highly similar to serine protease 
fH. sapiens] 




5812 


TCTGTTATTGG 


1,00 


0.23 


Hs. 182698 


hypothetical protein FLJ10024 


ft) 


5813 


GAGCACATCAG 


1,00 


0,23 


Hs. 173497 


Sec23 (S. cerevisiae) homolog B 




5814 


CCATCCAGTGA 


1,00 


0.23 


Hs.155140 


casein kinas 2, alpha 1 polypeptide 





63 
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5815 


GCCGGCCCGGC 


1,00 


0,23 


Hs. 133230 


ribosomal protein S15 




5816 


CAAACCATCCG 


1,00 


0.23 


Hs. 125170 


ESTs 


5 


5817 


TTCTCTACACA 


5,00 


0.91 


Hs. 114360 


transforming growth factor beta- 
stimulated protein T 




5818 


GAGGGTGGCGC 


3,00 


0.63 


Hs.81687 


non-metastatic cells 3, protein expressed 
in 


10 


5819 


TTGTCCAGAGG 


3,00 


0.63 


Hs.14839 


polymerase (RNA) II (DNA directed) 
polypeptide G 




5820 


CTTGTAATCCT 


7,00 


1.16 


Hs.265827 


interferon, alpha-inducible protein (clone 
IFI-6-16) 


15 


5821 


GGCTGA Mill 


2,00 


0,46 


Hs.81361 


heterogeneous nuclear ribonucleoprotein 
A/B 




5822 


TGCTCTGTGTA 


2,00 


0.46 


Hs.70186 


suppressor of Ty (S.cerevisiae) 5 ho- 
molog 


21) 


5823 


TATGTAATATG 


2,00 


0,46 


Hs.41569 


phosphatidic acid phosphatase type 2A 


5824 


CCACAACCTGG 


2,00 


0,46 


Hs. 101 742 


Human DNA sequence from clone 
321 D2 on chromosome 16 




5825 


GAAAAATGGTT 


49,00 


5.38 


Hs.283106 


hemoglobin, gamma A 


:s 


5826 


ACGGAACAATA 


8,00 


1,29 


Hs.8272 


prostaglandin D2 synthase (21 kD, brain) 


5827 


TAAAAGACAAA 


3.00 


0.63 


Hs.77198 


spectrin, alpha, non-erythrocytic 1 (al- 
pha-fodrin) 




5828 


CTCAACATCTC 


44,00 


4,98 


Hs.73742 


ribosomal protein, large, PO 


.*!) 


5829 


CAATCACAAAA 


2.00 


0.46 


Hs.76288 


calpain 2, (m/ll) large subunit 


5830 


AATGCAAGATA 


2.00 


0,46 


Hs. 182643 


transcription elongation factor B (Sill), 
polypepfid 




5831 


CCCCTCCCCAG 


2,00 


0.46 


Hs. 150540 


Homo sapiens chromosome 22q13 BAC 
clone CIT987SK-384 


1VS 


5832 


AGCTCTCCCTG 


48,00 


5,42 


Hs 82202 


ribosomal protein L17 




5833 


GATGTCTCTAG 


3.00 


0.64 


Hs.74368 


transmembrane protein (63kD), endo- 
plasmic reticulum/ 




5834 


AATAAAGTTGT 


4.00 


0.79 


Hs.117176 


poly(A)-binding protein, nuclear 1 


41) 


5835 


TGGCCAAAAAA 


1,00 


0.24 


Hs.95044 


ESTs 




5836 


AATAGCTGATT 


1.00 


0.24 


Hs.90011 


adenylosuccinate synthase 




5837 


CCCGGCCTTAA 


1.00 


0.24 


Hs.81907 


ESTs, Moderately similar to 
ALU4JHUMAN ALU SUBFAMILY 


45 


5838 


GAGGAAGGCTC 


1.00 


0.24 


Hs.78771 


phosphoglycerate kinase 1 




5839 


CTATTTAGGGA 


1.00 


0.24 


Hs.7736 


hypothetical protein 




5840 


CTAGCAGAGCA 


1.00 


0.24 


Hs.4747 


dyskeratosis congenita 1, dyskerin 


50 


5841 


GCCTGTGGGTT 


1.00 


0.24 


Hs.43549 


uncharacterized hematopoietic 
stem/progenitor cells 




5842 


1 1 1 IGGAIGIA 


1,00 


0,24 


Hs. 286047 


Homo sapiens ubiquitin-conjugating 
enzyme variant Ku 


55 


5843 


ACCGGGGTGAA 


1.00 


0,24 


Hs. 182874 


guanine nucleotide binding protein (G 
protein) alpha 




5844 


GCCCCGGAGCC 


1,00 


0,24 


Hs. 17528 


amyloid beta (A4) precursor protein- 
binding, family 


fill 


5845 


A A/^A/^A/^A/^/^A 

AAGACAGAGCA 


1 ,00 


0,24 


Hs. 169854 


ESTs, Weakly similar to hypothetical 
protein [H.sapi 




5846 


GGGCAGAATAT 


1,00 


0,24 


Hs. 168670 


peroxisomal farnesylated protein 




5847 


TGATCGCGGCT 


1.00 


0.24 


Hs. 135906 


ESTs 




5848 


GACAATGCCAG 


5,00 


0,93|Hs. 155433 


ATP synthase, H+ transporting, mitd- 



6> 



166 

3NSDOCID: <DE_ 10l0O127A1_l_> 



DE 101 00 127 A 1 













ehondrial F1 coitid 

Wl IWI lul IUI 1 1 WIMp 








a on 


0 80 


Hs 166975 


sDlicina factor arainine/serine-rirh *5 

wjJiiwii ly la^tvi | oi ^ii in id gel ii ic i iwi i w 




5850 


GCTGGTGCCTG 


4,00 


0,80 


Hs.125359 


Thy-1 cell surface antigen 




0001 


f^PTAA AAA AAA 




n 64 

w, w*t 


Hs 256697 


histidin© triad nuclGOtide-bindina orntpin 

i iioitvii ic ii law i iu^i^wiiviw wii iuii iy ^ji uivil I 


5 


5852 


TACTAAAAAAG 


3,00 


0,64 


Hs.1 73611 


NADH dehydrogenase (ubiquinone) Fe-S 
orotein 2 (49kD 




5853 


CTGGGTCTCCA 


4,00 


0,80 


Hs. 180842 


ribosomal protein L13 


K) 


00O4 




o nn 


n 47 




V/AMP fv/P^irlp»a^QA(*iatpH mpmhranp 
VAivir \ vcoiwic adSwviaicu iiioiiwiaiiw 

protein)-associate 


0000 


VjAAAAAA loll 


o nn 


n 47 


l-k 1Q4^9Q 


FSTs Weaklv similar to AF1 25535 1 
od21 homolOQ TH s 




5856 


GGGGGGTGGAG 


2,00 


0,47 


Hs.1 89583 


putative protein similar to nessy (Droso- 
phila) 


15 


OOO/ 


TPAAf^AAATTA 


2 00 


0 47 

W,t 1 


Hs 152978 


proteasome (prosome, macropain) acti- 
vator subunit 3 


2D 


0000 


P A AT^PCA 1 1 1 


9 nn 


n 47 


no. i w i jju 


RAR1^ mpmher RAS onconpne family 

rw^D i W| iiicii iwvi i \*\^^ wi iwvv^wi iv laiiiiiy 


5859 


ObLoU 1 ILInb 


^ nn 


n 

U,Ow 


He 7<tf 1*3 

rig. f JO 1 W 


nolurv^tir kiHnpv Hispase 1 ^aLitosomal 

dominant) 




5860 


AGCGToTCsA 1 <j 


o aa 


n 47 


He 

ns. / *fO**y 


wylUwi IIUI1IC w vAlUO&C 9UUUIMI Vlw 




5861 


GAGGGACTTGG 


2,00 


0,47 


Hs.32246 


ESTs. Weakly similar to AF123303_1 

caiciurn-Dinaing i 


. 25 


5862 


CAAGCAAAATA 


O AA 

2,00 


A A*7 

0,4/ 


P1S.1 lD44y 


CO 1 S 




5863 


AGGAGCAAAoQ? 


C AA 

o,uu 


n Qft 


U c 7ROQQ 
P15. / 0^09 


hiliworHin roHuftacp R /flawiA rpductafiP 

(NADPH)) 


30 


0004 


rrrrT^APrTT 


1 nn 


0 24 


Hs 97871 


FSTs Moderateiv similar to hvootheticat 
protein [H. 




OOQO 


AnTAAAAHTTC 

MO 1 AAAAU 1 1 v 


1 00 

1 , ww 


0 24 


Hs 9552 


binder of Art Two 




DODO 


TPTAAAf^AATf^ 


1 00 


0 24 


Hs 92918 


hvDothetical Drotein 


35 


OOOf 


TATPTTPTAAft 


1 no 


0 24 


Hs 82314 


hvDoxanthine DhosDhoribosvltransferase 
1 (Lesch-Nyha 




5868 


OTTPTA TTTA A 

GTTCTAi 1 IAA 


1 nn 


n 04 


He 


hv/nAthptiral nrofpin FLJ1 1 164 


40 


5869 


CCAOGLAU 1 o 1 


1 nn 


n 94 


He 74R4Q 


rutnrhrnmo A AYiHa^P ^uhunit \ZIa 

WJ lUWl II WI 1 IC w UAIUQdC gUUUI III V IW 


5870 


GCTGCCTGCCT 


1,00 


0,24 


Hs.71962 


ESTs 




5871 


A A A A ^T^^^^T 

CTAAAACTGGT 


4 AA 
1 ,00 


A OA 


ns.oyyyo 


CCTe 
CO 1 S 




5872 


AACCTGGCCTC 


4 AA 

1 ,00 


A Ovl 


Uc R7QA 

ns.o/ou 


nrAtain hir^etna l/inoca Q.li^o ^AA-rdotoH 

proicin lyrusinc Mndoc sj-iims ^/ad-icioicu 
protein) 


45 


5873 


T AC AC C AAo AA 


a nn 


n 94 


He RAAQ 


hvnAthptirfll nrotpin PLJ20542 




COT i 

5874 


GAoC 1 oCAooo 


1 nn 


n 94 




hvAAthptiral nrotpin DKFZd434L1435 
similar to valvl 




00 r O 


l\j Inlni oo i o 


1 00 

1 (WW 


0 24 


Hs 279849 


KIAA0438 gene product 


50 


5876 


CTTGAGTCACA 


1,00 


0,24 


Hs.261023 


Human DNA sequence from clone RP3- 
500L14 on chromoso 




5877 


CTTTGTTTTGC 


1,00 


0.24 


Hs.2271 


endothelin 1 




CQ7Q 

5878 


/-> a TTTA A A A A A 

oAl 1 l/vWW\ 


I ,uu 


0 OA 


119. 1 Of W 1 


DKFZP564A122 Drotein 


55 


^fi7Q 

JO / 27 


TGATGATGTTG 


1,00 


0,24 


Hs.11050 


F-box only protein 9 




5880 


CTGGCTCCATC 


1.00 


0.24 


Hs.1 0290 


U5 snRNP-specific 40 kDa protein 
(hPrp8-binding) 




5881 


CTCACACATTA 


5,00 


0.97 


Hs.150101 


lysosomal-associated membrane protein 
1 


to) 


5882 


GGGCCAGGGGA 


5,00 


0.97 


Hs.1 11099 


ESTs, Weakly similar to alpha-1 type I 
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collagen [H.s 




5883 


GGCCCGGCTTT 


2,00 


0,48 


Hs.283639 


ESTs 




5884 


TGAGGCAGGGA 


2,00 


0,48 


Hs. 154546 


syntaxin 5A 


5885 


GGCAAGAAGAA 


27,00 


3,59 


Hs.1 11611 


ribosomal protein L27 




5886 


CATCTAAACTG 


7,00 


1 25 


Hs. 180900 


Williams-Beuren svndromp rhrnmwnmp 

vviiiiwiiiw wwuiwll wTllwlwlMC wl 1 1 wl 1 1 w w w 1 1 1 w 

region 1 


10 


5887 


TGTTCATCATC 


6,00 


1,12 


Hs.65450 


reticulon 4 




5888 


CAGCAGAAGCA 


14 ( 00 


2,14 


Hs 283975 

1 1 w . &. W w w 1 w 


small FHRK-rirh fartnr 2 




5889 


TTGAATTCCCC 


6 00 
v i vw 


1 13 

i , i w 


Hs. 171921 


sema domain immiinnnlnhiilin Hnmain 

wwiiiw wwiMCMtl, it l ll l lUl IUMIwUUIII 1 VJUIIIOlll 

(\o\ short hacic 

\'y/t wl IWI l UOQIw 


15 


5890 


ACAGTCTTGCC 


2,00 


0,48 


Hs 77665 


KIAA0102 aene nrodurt 

i w I w& yvl lv Wl WUUvl 




5891 


AGCACTTTTGC 


2,00 


0 48 


Hs. 103419 


fasciculation and elonaation nrntpin 7pta 

• ww wi wwiw^iw i i w i <w w IWI IMQVIV/l 1 Wl wlCH 1 bw 1 0 

2 (zygin 1 




5892 


GAGCAGCGCCC 


7 00 

1 » ww 


1,27 


Hs 112408 

• • W • l * «w (WW 


S100 calcium-bindina orotein A7 (n^n- 

w i ww waiviuiii wii ivJii iu WlWIwIII r\ / I Www 


20 












riasin 1) 


5893 

wW ww 


AGTTTGGGCTG 


1,00 


0 25 

V , t w 


Hs 991 1 

1 1 W ■ W W 1 1 


ESTs 






GTGTTGAGAGA 

w 1 w 1 1 \3nwnvn 


1 00 


0 25 


Me 77502 


mpfhirtninsa flH^nncv/ltrancforaco II oinho 
1 1 icii iiui iii ic duel lUoyiu dl iwlcf aoc If, ctiprica 


25 


w*0«7W 


CPPCTGCTGCT 

vUvv 1 vv 1 WW* 1 


1 ,ww 


0 25 

V,£.W 


Hs 6272 


I1UMIU wO|JICilw Ulr\l>jr\, wUIM^\ 
Uf\r4.^iw • » W I I °? \llwlll wlwl IC L^i\ 


wwwW 


GCCTGTTTGTA 


1,00 


0,25 


Hs 5613 

1 19. UU 1 w 


Homo saoi^ns mRKIA* rHKIA 

i iwi i iw oopici io 1 1 1 r\i LL/i^in 

DKFZd564E2222 (from clone DK 

wiM t»puvrTl.&l&& ^11 will wlWI IC L/i\ 




5897 


TACGCTTGGTC 


1 00 

• , WW 


0 25 


Hs.284271 


cvtochrome b5 reductase 1 r'BSR 1\ 

WJ *W W» II I ■ W WW 1 W W» W W\W WW 1 ^Uvl\ t 1 / 


30 


5898 


TGGGGATTACC 


1,00 


0,25 


Hs.274393 


Homo sapiens unknown mRNA 


5899 


TGGTTTATTAA 


1,00 


0,25 


Hs.23023 


ESTs 




5900 


TCCAGGGCTCT 


1,00 


0,25 


Hs.22824 


MYB binding protein (P160) 1a 




5901 


CCAGTAGAAGT 


1,00 


0,25 


Hs.226799 


HSPC039 protein 


35 


5902 


1GGI I 1 IG1AT 


1,00 


0,25 


Hs. 184339 


KIAA0175 aene Droduct 


5903 


TAAATTTTAAA 


1,00 


0,25 


Hs. 180370 


cofilin 1 (non-muscle) 




w*w%rH 


GTGTGG GAG AT 


1 00 

1 ,vv 


n 25 


no. i www i 


1 o 




oyuo 


OnnO 1 Uu\;wn 1 


1 nn 


n 25 

U,£w 


Me 

no. i u*?57 1 


t<(AA10^7 nrnfain 


40 


DwUO 




nn 

*?w,uu 


r n^ 


Me 


aCiin r y amma i 




1 O W W 1 WW 1 WW 1 


w,V/V 


n Aft 

w,wO 




CO 1 9 






Owwwww 1 www 1 


2 nn 


n 4Q 


Mc pc;n 


iivir ^inooiiie irionupnwspriaiey aenyoro- 
aenase 1 

2^wi mww i 


45 


5909 


AGCCGGGCTTT 


2,00 


0,49 


Hs.57079 


ESTs 


ww 1 V 


GAGGGGATGTA 


2,00 


0 49 

w , ~ w 


Hs 223025 

1 IW.<bfcWW&W 


RAB31 member RAS onrnn^n^ famil\/ 

i \r\uw i, men i ww i i viu wi ivvv^vi iv i ai i my 




5911 


ACTTTGAATGA 


2,00 


0,49 


Hs.1 9077 


CGI-1 13 protein 




w J I £ 


CTGCCCGCCTG 

\s 1 WWW V WW W 1 


2 00 

&, , WW 


0 49 

W,~ w 


Hs 15961 

1 IO. 1 www 1 


wy 1 1 ci will i w 


50 


w9 I w 


CTGTTGGTGAT 

w 1 W 1 1 ww 1 w*l 1 


38 00 


5 03 

w, Ww 


Hs 3463 


ribosomal orotpin 552^ 

iiwwwWiiiai ^iwiwiii 


5Q14 


TGTGPTCAGGG 

1 O 1 ww 1 w^> w ww 


1 00 

1 |WW 


0 25 


Hs 92261 


^yi uvaic ucityui uyci ictoc fMiiaoC, iwOcfi- 

zyme 2 
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0,25 
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DKFZp434N1710 (from clone DK 
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GGCATCAGGGG 


1,00 


0,25 


Hs.8361 


hypothetical protein, estradiot-induced 
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TCTGCAAGAAG 


1,00 


0,25 


Hs.81281 


hypothetical protein 
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CGTGGCCACGG 


1,00 


0,25 


Hs.77221 


choline kinase 
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GTGTGCTTAGA 


1,00 


0,25 


Hs.72071 


hypothetical protein FLJ20038 
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GTGGGGAGGAC 


1,00 


0,25 


Hs.7165 


zinc finger protein 259 
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TCTGTCAATCT 


1,00 


0,25 


HS.65234 


hypothetical protein FLJ20596 
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AATAAACGTGT 


1,00 


0,25 


Hs.57304 


Ras-relaled GTP-binding protein 
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AGCGCCTTCCT 


1,00 


0,25 


Hs.49005 


hypothetical protein 
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0,25 
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ESTs 
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GCAGTGCCACT 


1,00 


0,25 


Hs. 34068 


ESTs 
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CTAGAAGTACA 


1,00 


0,25 


Hs.32500 


acetyl-Coenzyme A acyitransferase 2 
(mitochondrial 3 
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Al 1 1 IGICGIG 


1,00 


0,25 


Hs.29147 


hypothetical protein FLJ1 1015 
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GATTTCAGCTC 


1,00 


0,25 


Hs.280978 


hypothetical protein FLJ10496 
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TCACAGCAAGG 


1,00 


0,25 


Hs.279944 


replication initiation region protein (60kD) 
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0 25 


Hs.272788 


Homo sapiens cDNA FLJ20205 fis, clone 
COLF1506 
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AGGATATCCAG 


1,00 


0,25 


Hs.261285 


pleiotropic regulator 1 (PRL1, Arabidop- 
sis homolog) 
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TATTCACTAAA 


1,00 


0,25 


Hs.21858 


trinucleotide repeat containina 3 




5933 


GGCCTCCAGCC 


1,00 


0,25 


Hs. 184669 


zinc finger protein 144 (Mel-18) 




5934 


ATTTGTATCTA 


1,00 


0,25 


Hs.181363 


ESTs 
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AGTAAGCTCCC 


1,00 


0,25 


Hs. 172788 


ALEX3 protein 
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5936 


CCCTCGCATTG 


1 00 


0,25 


Hs. 153850 


Human DNA sequence from clone 
321 D2 on chromosome 16 




5937 


GAGAGAAGAGT 


1,00 


0,25 


Hs. 13476 


UDP-Gal:betaGlcNAc beta 1,4- galacto- 
syltransferase, 


25 




GATTACTTGCC 


1,00 


0 25 


Hs. 10091 5 


peroxisomal biogenesis factor 16 
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TTCTTATTTTA 


3,00 


0,69 


Hs.75916 


splicing factor 3b, subunit 2, 145kD 




oy^u 




8 00 


1 45 


Hs 181307 


H3 histone familv 3A 
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Hs 258730 


hpmp-reoulateH initiatinn far-tor ^.atnhfl 

kinase 


5942 


GCCTTTCCCTC 


4,00 


0,86 


Hs. 12064 


ubiquitin specific protease 22 




5943 


GCATATGAGCA 


2,00 


0,50 


Hs.7149 


ESTs, Weakly similar to hypothetical 
protein [H.sapi 


35 
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AACAGAATATG 


2.00 


0,50 


Hs.69469 


dendritic cell protein 
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W w» W 


TGTGCTAAATG 


27,00 


3,82 


Hs.250895 


ribosomal protein L34 
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GAAATGTAAGA 


9,00 


1,59 


Hs.63525 


poly(rC)-binding protein 2 
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TGAAGAGAATT 


3,00 


0,69 


Hs.82306 


destrin (actin depolymerizing factor) 


40 
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2 00 


0 50 


Hs 76662 

1 l0t # w W W t 


ESTs Weaklv similar to KIAA0946 Dro- 
tein [H. sapiens] 
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GCTCAGGTCTG 


2,00 


0,50 


Hs. 181406 


endothelin converting enzyme 1 






TTrTTnnTTAA 
1 l vi l ww i ' nn 


2,00 


0,50 


Hs 1 69895 


ubiquitin-conjugating enzyme E2L 6 


45 


5951 


TTTCTTAAAGG 


4.00 


0,88 


Hs.197114 


RNA binding protein; AT-rich element 
binding factor 
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W 9 W A. 


TAGAATGCAAA 


1 00 

• (WW 


0,26 


Hs.7946 


KIAA1288 protein 




5953 


CTTCCCACTCT 


1,00 


0,26 


Hs.6845 


ESTs, Weakly similar to JC4903 UDP- 
galactose transpo 


50 


5QS4 


AAATCCTAGAA 


1 00 


0,26 


Hs.6592 


ESTs, Weakly similar to salivary proline- 
rich protei 






ACAGCTAATTA 


1,00 


0 26 


Hs.4310 


eukaryotic translation initiation factor 1 A 


55 


5956 


TTTCATCTGTA 


1,00 


0,26 


Hs.285013 


putative human HLA class II associated 
protein I 




5957 


CGTGTTGAGAG 


1,00 


0,26 


Hs.284136 


PRO2047 protein 
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TCTACTGTTAG 


1,00 


0,26 


Hs.240615 


Human DNA sequence from clone RP3- 
460J8 on chromosom 




5959 


TAAATAAAGCA 


1,00 


0,26 


Hs.214783 


ESTs 
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ADP-nbosylation factor-hke 3 
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26S proteasome-associated pad1 ho- 
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clone rLB473y 
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r\iAAi4io protein 
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GCGACAGCTCC 


9,00 


1,64 


Hs.1 84582 


ribosomal protein L24 
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oyoo 


ATAPAATAAAA 


^ nn 
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We 1 R1 71^ 

ns. i oi / o** 


nuclear transport factor 2 (placental 
protein 15) 




oyo/ 




o nn 
2,uu 


n £1 




basigin 


15 


5968 


GCAAGACCCCA 


2,00 


0,51 


Hs.200595 


KIAA0562 gene product 
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GGCCGCTGCTC 


2,00 


0,51 


Hs. 151531 


protein phosphatase 3 (formerly 2B), 
catalytic subun 
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GGTGAGACACT 


12,00 


2,05 


Hs.164280 


solute carrier family 25 (mitochondrial 
carrier; ade 


20 
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T/^Tr TTT A Tr* A 

TCTGTTTATCA 


7,00 


A Off 

1,36 


HS. 180394 


signal recognition particle 14kD (homo- 
logous AluRNA 
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TQCI tjoo 1 wbb 
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NADH dehydrogenase (ubiquinone) 1 
Deia suDcompiex, o 
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n ri 
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a Kinase (rKfv\) ancnor protein i 
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CTTGACACACA 


2,00 


0,51 


Hs.286236 


eukaryotic translation initiation factor 5 




5975 


TGAAGGAGCCG 


12,00 


2,09 


Hs. 89399 


ATP synthase, H+ transporting, mito- 
chondrial F0 comp 


30 


5976 


CTTTGATGTTC 


3,00 


0,72 


Hs.85100 


WD repeat domain 1 




5977 


TCGTCTTTATC 


13,00 


2,23 


Hs.75538 


ribosomal protein S7 




5978 


ATGGCAAGGGA 


7,00 


1,39 


Hs. 118724 


DR1 -associated protein 1 (negative 
cofactor 2 alpha) 


35 
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AGTAAAAAAAA 


1,00 


0,26 


Hs.9552 


binder of Arl Two 
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CAGTGGAATGC 


1,00 


ft Off 

0,26 


Ua Q44 

HS.811 


ubiquitin-conjugating enzyme E2B 
(RAD6 homolog) 
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GTGTCTTGTAG 


4 r\ft 

1,00 


ft 

0,26 


Hs.6166 


hypothetical protein FLJ1 1 196 
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5982 


CAAAAGGCTCT 


1,00 


0,26 


Hs.5392 


potassium channel modulatory factor 




5983 


TATAGTGGCTA 


1,00 


0,26 


Hs.5326 


Homo sapiens SSX4 protein gene, par- 
tial cds; OATL1 p 


45 


5984 


GTTCTCTTTGT 


1,00 


0,26 


Hs. 285458 


Homo sapiens mRNA; cDNA 
DKFZp434G012 (from clone DKF 




5985 


CACAAGCTTCA 


1,00 


0,26 


Hs.284176 


hypothetical protein PR02221 




5986 


ACGTGAGTGCT 


1,00 


0,26 


Hs. 279932 


A^ A^ 1 Jt 0± M _ . 

CGI-105 protein 
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TCTTCTGCi 1 1 


1,00 


0,26 


Hs. 278429 


hepatocellular carcinoma-associated 
antigen 59 
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CCTTCCCTGAG 


a nn 
1 ,00 
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HS. 26584 


diaphanous (Drosophila, homolog) 1 
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Human DNA sequence from clone RP4- 
/ooo25 on cnromoso 
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5990 
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nS.2ooib 


nypotneticai protein rLJl0o04 
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1 00 






waiuiui ii/oaiiiiuuuiii ("Ucpct iuc?i H |Jf Ulcii I 

kinase (CaM kin 
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TATGGTACCAA 


1,00 


0.26 


Hs.242710 


ESTs 


fit) 


5993 


AGAGACTCTTG 


1.00 


0,26 


Hs.227391 


DKFZP547E1010 protein 




5994 


CAGCCATAAAA 


1,00 


0.26 


Hs.21332 


hypothetical protein FLJ20724 




5995 AAGCTGTATAA 


1,00 


0,26 


Hs. 153423 


hexabrachion (tenascin C f cytotactin) 
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TGGCCTAATAT 


1 00 

1 ,WW 


0.26 


Hs.1501 


syndecan 2 (heparan sulfate proteogly- 
can 1, cell sur 






TTGCTGTAGAC 


1,00 


0,26 


Hs.14125 


p53 regulated PA26 nuclear protein 
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TTACTGCCTAG 
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1 00 
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0.26 


Hs. 12921 


ESTs 
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1,00 


0,26 
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CGI-43protein 
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CTGGGTTGTGA 


1 00 

1 | WW 


0,26 


Hs. 10669 


KIAA1249 protein 
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TGGTTTGCGTA 


3,00 


0.73 


Hs.6459 


ESTs, Moderately similar to unnamed 
protein product 


1U 


6002 


CTCATCAGCTT 


5,00 


1,08 


Hs.104125 


adenylyl cyclase-associated protein 
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CACCCCCAGGC 


2,00 


0,52 


Hs.7301 


G protein pathway suppressor 2 
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CAAAAAAAAAA 

W^V ¥VV¥ WWW* 


14,00 


2,41 


Hs.1 12272 


histone deacetylase 8 


15 
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CCGCCGAAGTT 


5,00 


1,08 


Hs. 182979 


ribosomal protein L12 




TGTACCTGTAA 

I \j i r*w w i w i »w» 


33,00 
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~T , WW 


Hs. 278242 


tubulin, alpha, ubiquitous 
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AAAAAAAAAAG 


3,00 


0 ( 73 


Hs.1 80842 


ribosomal protein L13 
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TririATPAApriA 


4 00 

WW 


0,92 


Hs 286030 
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caveolin 1 caveolae orotein 22kD 
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r:AA(^TGTGTCC 

\jAvr\0 I VJ l VJ i ww 


2,00 


0,53 


Hs.5298 


CGI-45 protein 


20 
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PPPAATTTTCA 

^VvAn (III wA 


2,00 


0,53 


Hs.46405 


polymerase (RNA) II (DNA directed) 
polypeptide F 




601 1 


CAGATTTGCAT 


2,00 


0,53 


Hs.1 55986 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 24 




OU I ^ 


\J \J 1 vvvv 1 WW 


2 00 


0,53 


Hs 151761 


KIAA0100 gene product 
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AATCCTGTGGA 


39,00 


5,84 


Hs.178551 


ribosomal protein L8 
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MvJwwwVA 1 1 Www 


3 00 
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Hs 75412 


Arainine-rich orotein 

# »l WJ 1(111 IV 1 1 W* t f*' * W III 


30 
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CTTTCTTTGAG 


5.00 


1.10 


Hs.4909 


dickkopf (Xenopus laevis) homolog 3 
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homolog) 
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NADH dehvdroaenase fuhiauinone^ 1 
aloha subcomnlex 


35 
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GGCCCACACCC 


2.00 


0,53 


Hs.77978 


Homo sapiens HRIHFB2007 mRNA, 
nartial cds 
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/-»TP A A AO ATT A 
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n oi 


He 303W 


rihn<;nmal orotein SB kinase 52kD 
oolvDeotide 1 


40 
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GATTTGAAATG 


1,00 


0,27 


Hs.273307 


signal recognition particle 68kD 






wMwMO I wrvv\M 


1 on 


0 27 


Hs 250712 


calcium channel voltaoe-deoendent 
beta 3 subunit 






TAAPCCAACAA 


1,00 


0,27 


Hs.1869 


phosphoglucomutase 1 


45 


6023 


TGGGAAAACTC 


1,00 


0,27 


Hs. 153028 


cytochrome b-561 
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1 , WW 


0 27 


Hs 13580 


ESTs, Weakly similar to AF1 80920.1 
cyclin L ania-6a 
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hvoothetical Drotein FLJ10656 
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mitativp nuclear nrntein 

^UlOllVw 1 lUvlvOI |/l vlvll 1 
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nrotein nhosohatase 1G fformerlv 2C^ 
magnesium-depe 




6028 


CGGAGACCCTA 


3.00 


0.74 


Hs.74497 


nuclease sensitive element binding 
protein 1 
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AATGAAAAAAA 


3.00 


0,74 


Hs.1 1393 


RAD51 (S. cerevisiae) homolog C 




6030 


CTGCTATACGA 


17.00 


2,94 


Hs.1 80946 


ribosomal protein L5 
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CCACTCCTCAA 


7,00 


1.45 


Hs.82890 


defender against cell death 1 




6032 


CCCAACCCCTG 


3.00 


0,75 


Hs.169488 


dentatorubral-pallidoluysian atrophy 
(atrophin-1) 
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CCTGAGCCCGG 


5,00 


1.12 


Hs.68571 


VPS28 Drotein 
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7,00 


1,47 


Hs. 11 0695 


ESTs, Weaklv similar to B0495 6 

^™ ■ w | ww w t\% Y will 111 0 1 w^T w * 

[C.elegans] 
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TGGCAGCTTTT 


3,00 


0,76 


HS.6153 


CGI-48 protein 
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CAGCTTCACCT 


2,00 


0,55 


Hs.179606 


nuclear RNA helicase, DECD variant of 
DEAD box famil 
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AGTGGCTGTGT 


1.00 


0,28 


Hs.5486 


clone FLB5214 




6038 


ACTCCTTCCTC 


1,00 


0.28 


Hs.256290 


S100 calcium-binding protein A11 (cal- 
qizzarin) 
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GCAAATCTGAA 


1,00 


0,28 


Hs. 242894 


ADP-ribosvlation factor-like 1 
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1,00 
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transcriptional coactivafor 
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CCTTTTGGGTT 


1,00 


0,28 


Hs.2288 


visinin-like 1 
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AAAGGAATAAT 


1,00 


0,28 


Hs. 172089 


Homo saoiens mRNA' cDNA 
DKFZp586l2022 (from clone DK 
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ATTTTAACAAA 


1,00 


0,28 


Hs.155218 


E1B-55kDa-associated Drotein 5 
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AACCAGGTGTG 


1,00 


0,28 


Hs.153880 


polymerase (RNA) mitochondrial (DMA 
directed) 




6045 


TTTGTGTCAAA 


1,00 


0,28 


Hs. 15093 


hypothetical protein 
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GGTCCCGTTCC 


1,00 


0,28 


Hs 11081 


ESTs Weaklv similar to Q^lAAl WPRRH 
7 orotein - hti 
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1,00 


0,28 


Hs.103391 


Human insulin-like growth factor binding 
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Homo saoiens mRNA' cDNA 

• • ■ J^r VVprlvl Iv lilt ^ 1 \*# \ * \fh^ I V# * 

DKFZp434A1518 (from clone DK 




6051 


TTTGTTAAAAC 
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hvDothetical Drotein 
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NADH dehydrogenase (ubiquinone) 
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Hs 108689 
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oiciui tcyxjiaixjfy element uinuing iran* 
scription fact 


4S 
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TGAGGCCAGGC 


4,00 


0,97 


Hs. 79162 


structure specific recognition protein 1 
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GTCTGGGGCTT 


16,00 


2,93 


Hs.75725 


transgelin 2 




6058 


TTGGGGTTTCC 


83,00 


12,69 


Hs.62954 


ferritin, heavy polypeptide 1 
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TCAGCCTTCTG 


6,00 


1,34 


Hs. 179986 


flotillin 1 


SO 
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ATCGCTTTCTA 


14,00 


2,65 


Hs. 177486 


amvloid beta (A4) Drecursor Drotein 
(Drotease nexin- 
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2,00 


0,56 


Hs.5094 


rino finoer Drotein 10 


5S 
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CAAATGCAAAG 


2,00 


0,56 


Hs. 11817 


nudix fnucleoside diDhnsnhatp linked 
moietv Xi-tvoe 
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AGCACTGCAGC 


2,00 


0,56 


Hs.1 11039 


N-myristoyltransferase 1 
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TAGGAAACACC 


1.00 


0,28 


Hs.8765 


RNA helicase-related protein 
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GACGTTCACTG 


1,00 


0,28 


Hs.75888 


phosphogluconate dehydroqenase 


m 


6066 


TATGCTGTTAT 


1,00 


0.28 


Hs.5663 


ESTs 
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TTAGTCAGGCT 


1,00 


0,28 


Hs. 50984 


sarcoma amplified sequence 
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GCCCA7TTTAT 


1,00 


0,28 


Hs.226318 


carbon catabolite repressor protein 
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[CCR4)-associati 


6069 < 


SAACGCTGAAG 


1,00 


0,28 


Hs. 155983 


\IAA0o77 gene proouct 
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FATCCTAGGGT 


1,00 


0,28 


HS. 14261 3 


Homo sapiens cDNA FLJ10281 fts, clone 
HEMBB1QQ1209 


6071 " 


TCAACAGCAGG 


1,00 


0,28 


Hs.11556 


ESTS 
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TCCATCAAGAA 


6,00 


1,36 


Hs. 79387 


Droteasome (prosome, macropain) 26S 
suDunit, ai rase, 
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4,00 


0.99 


Hs. 75932 


N-ethylmaleimide-sensitive factor at- 
tachment protein 
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GGCCCTCTGAG 
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1,18 
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protein (peptidyl-prolyl cis/trans isom- 

_ _ \ kill 1 A 

erase) NIMA-i 
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GGTCCAGTGTT 


14,00 


2.70 


Hs.181013 


phosphoglycerate mutase 1 (brain) 


6076 


GGTGGAGCAGA 


2,00 


0,56 


Hs.6846 


Homo sapiens mRNA; cDNA 
□KFZp761J1410 (from clone DK 
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GCGGCGGCGAG 


2,00 


0,56 


Hs.5662 


guanine nucleotide binding protein (G 
protein), beta 
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2,00 
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secretory feuKOcyie protease mniDiior 
(antileukopro 
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2,00 
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GATGTTAATTG 


2,00 


0,56 


Hs.171501 


uoiquitin specific protease 1 1 
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AACTCTTGAAG 


7,00 


1,55 


Hs.58189 


eukaryotic translation initiation factor 3, 
subunit 
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GAAGATGTGGG 


11,00 


2,22 


Hs.250911 


Homo sapiens clone 23967 unknown 
mRNA, partial cds 
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AACAGAAGCAA 


6.00 


1.38 


Hs.74649 


cytochrome c oxidase subunit Vic 
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GTGACAGACAT 


3,00 


0,79 
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Homo sapiens cDNA FLJ 10041 fis, clone 
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! GTACTCTACTT 
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hypothetical protein FU20618 
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0 29 


Hs 194662 


ralnonin 3 aririif 

Wul^/UI 111! w | OwlUlv 




O l VJ57 


AGGAAAGCGAG 


1 00 


0 29 


Hs 19012 


Rab9 effector d40 
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ucia suucornpieA, i 


50 


6131 


GGAAoGACAoA 


^4 nn 




MS. I Uuo f D 


vacuolar proion-M i nase, suounii u, v- 
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heterogeneous nuclear ribonucleoprotein 
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CACCACGGTGT 


3.00 


0,82 


Hs.241471 


RNB6 




6135 


GTAGCAAAAAA 


2.00 


0,58 


Hs. 183842 


ubiquitin B 
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GTCCCAAAATG 


1.00 


0,30 


Hs.99908 


nuclear receptor coactivator 4 
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6137 


TCGGTTACAAG 
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Hs.98614 


ribosome binding protein 1 (dog 180kD 
homolog) 
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GTCAGACTGTA 
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lanosterol synthase (2,3-oxidosqualene- 
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ubunit, non-ATP 
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:STs, Weakly similar to A4PJHUMAN 
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ESTs ; 

Human DNA sequence from clone 
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"YN oncogene related to SRC, FGR, 
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6147 TATGTATGTTG 

61 48 AGGGGAAAATA 

6149 ATGGCAGAGAC 
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1,00 

"Too 


0,30 
0,30 
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Hs.104335 


hypothetical protein PRQ2975 _ 

GAP-associated tyrosine phosphoprotein 

p62 (Sam68) 

Human DNA sequence from clone RP3- 
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6151 GTTTCTTCCCT 
6152CCGGACCTGTG 
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61 56 CACTTGCCCTA 
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Hs.1 17582 
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Hs.50098 

Hs.200600 
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tydroperoxida _ 

CGI-43 protein 

3GI-43 protein _ 

Homo sapiens clone 23967 unknown 
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alpha subcomplex. 
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10 
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ESTs - 

erythroblast macrophage protein 
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CCCTATCACAA 
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CATX-8 protein 
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Homo saoiens cDNA FLJ2067R fie rlnnA 
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HSVI binding protein 
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CAGTCTCTCAA 
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ribosomal orotein S10 




6180 


CCTTGAGTACA 
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aldolase C, fructose-bisphosphate 
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GGGCCAAAACC 
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0,31 


Hs.9142 


ESTs, Weakly similar to FLDED-1 
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domain, 2A 
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ESTs 


rw) 


6204 


ATTAAAGTCAG 
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KIAA0237 gene product 
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1 00 


0 32 


Hs 1 1 5960 


ESTs 
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2 00 
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2,00 
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cytoskeleton-associated protein 1 
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gene 
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6226 
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cadherin 1 , E-cadherin (epithelial) 
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1.00 
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golgi-specific brefeldin A resistance 
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lysyl-tRNA synthetase 
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MAD1 (mitotic arrest deficient, yeast, 
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Homo sapiens mRNA; cDNA 
DKF2p761E1423 (from clone DK 
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Hs.40323 


BUB3 (budding uninhibited by benzimi- 
dazoles 3, yeast 
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ESTs 
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2 00 


0 67 

V|Wl 


Hs 25999 


Homo saDiens clone 23781 mRNA se- 

1 IVI 1 IV W Uwlvl ■ w w» Wl IV W f v 1 1 1 II \l V# » W v 

quence 


6289 


^^OA AT A A A A/1 

GGCAACAAAAt? 


i nn 


n Qfi 


Ue lAn44R 
ns. i ou****o 


UorunnKorin /imnortin^ K&to 1 
vvdi yupuciiii ^impuriinj ucia i 


6290 


ATA ^ A TTTAP^ 

ATACATT lAw 


1 nn 


n ^4 


Ue 77104 
PIS. f i 


ouLfarimii^ tronel9ti/\n tornninoliAn for*frtr 1 
eUKaiyuuir UaiiolallUN icrfilli laliun laULUf I 


6291 


CAAT 1 1 AAVJ 1 VJ 


1 nn 


n 14 


u c 77194 


t?ui\aiyuiiw iidrioiduun iciiiiinaiiwfi lawiui i 


6292 


CTCGCTCCAGG 


1,00 


0,34 


Hs.72363 


ESTs 
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hypothetical protein, clone Tele- 
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nucleoporin 153kD 
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U5 snRNP-specific protein, 1 16 kD 
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3.00 


0,97 


Hs.233950 


serine protease inhibitor, Kunitz type 1 
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RAN, member RAS oncogene family 
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guanidinoacetate N-methyltransferase 
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hypothetical protein 
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hypothetical protein R32184_1 
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sialyltransferase 
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KIAA1001 protein 
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TCTGCACTGAG 
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Hs.173789 


Homo sapiens mRNA; cDNA 
DKFZp434J1313 (from clone DK 
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hypothetical protein 
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ribosomai protein S12 
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complement component 3 
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2,4-dienoyl CoA reductase 1, mitochon- 
drial 
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0,37 
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splicing factor 3b, subunit 3, 130kD 
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ribosomai protein L8 
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cleavage stimulation factor, 3' pre-RNA, 
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Human DNA sequence from clone RP3- 
322G13 on chromoso 


6349 


TATCTGTCTAC 
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SET translocation (myeloid leukemia- 
associated) 
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eukaryotic translation initiation factor 3, 
subunit 
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BRCA1 associated protein-1 (ubiquitin 
carboxy-termin 
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Homo sapiens mRNA; cDNA 
DKFZp564B1264 (from clone DK 
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catalytic subun 
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CGI-68 protein 


6355 


AGGCACTGGCC 
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DNA methyltransferase 1 -associated 
protein 1 
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Protein P3 
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hypothetical protein FLJ20327 
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Ras-related GTP-binding protein 
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zinc finger protein 258 
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tissue inhibitor of metalloproteinase 3 
(Sorsby fund 
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AATACTTAAAT 
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ribosomal protein S6 
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Human clone A9A2BRB5 
(CAC)n/(GTG)n repeat-containing 
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CAGAGTGACTG 
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Hs.1 72589 
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cerevisiae PWP1 
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KIAA0830 protein 
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KIAA0250 gene product 
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ESTs 
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paxillin 
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NEU1 protein 
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tein 2(1 -8D) 
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matrix Gla protein 
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Hs.1 67460 


splicing factor, arginine/serine-rich 3 
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procollagen-proline, 2-oxoglutarate 4- 
dioxygenase (p 
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1.07 
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enoyl Coenzyme A hydratase, short 
chain, 1 , mitochon 


6375 
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2.00 
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ESTs, Weakly similar to unnamed pro- - 
tein product [H.s 
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uroporphyrinogen decarboxylase 
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GAGGTGCCGGA 
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v-Ha-ras Harvey rat sarcoma viral onco- 
gene homolog 
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reticulon 3 
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vesicle docking protein p1 15 
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ESTs, Highly similar to similar to 
GTPase-activating 
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putative GTP-binding protein similar to 
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1,00 
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Hs.33251 


peptidyl prolyl isomerase E (cvcloDhilin E) 
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GTGTTCCCATA 


1,00 


0.38 


Hs.267120 


Human DNA sequence from clone RP3- 
351 K20 on chromoso 


6384 


TTCATTAAAAA 


1,00 


0.38 
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Human beta-1D integrin mRNA, cyto- 
plasmic domain, par 
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GACAI I f G ICC 


1.00 


0.38 


Hs.1 84870 


ESTs 
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CGG I I 1 GCAGA 


1.00 
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Nit protein 2 
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GCAAACAATCA 


1.00 


0.38 
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NS1 -associated protein 1 
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AACTCCTTCGT 


1.00 


0.38 


Hs. 137594 


H2B histone family, member C 
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1.00 
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Hs. 100555 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 18 (Myc 
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GCCGTGTCCGC 
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Hs.241507 


ribosomal protein S6 


6391 


GGCTCCTGGCT 


5.00 


1.66 


Hs.5215 


integrin beta 4 binding protein 


6392 


TTCACAGTGGC 


5,00 


1,67 


Hs.1 69992 


hypothetical 43.2 Kd protein 


6393 


TGGCTGTGTGG 


4.00 


1.39 


Hs.25709 


ESTs, Weakly similar to PSF HUMAN 
PTB-ASSOCIATED SPL 


6394 


TACAAAAGTGG 


2.00 


0,76 


Hs.1 94662 


calponin 3, acidic 


6395 


GGCAGGCGGGT 


2.00 


0,76 


Hs.1 10906 


Ets2 repressor factor 


6396 


TGGCCCCAGGT 


4.00 


1,39 


Hs.268571 


apolipoprotein C-l 


6397 


ATCAGTGGCTT 


6.00 


1,97 


Hs.89545 


proteasome (prosome, macropain) sub- 
unit, beta type, 


6398 


G CCTGC AGTCT 


7.00 


2,25 


Hs.31439 


serine protease inhibitor, Kunitztype, 2 


6399 


GAAAGGTCTGG 


3,00 


1,10 


Hs.1 18778 


KDEL (Lys-Asp-Glu-Leu) endoplasmic 
reticulum protein 


6400 


AGGAATGCTTT 


2.00 


0,77 


Hs.84131 


threonyl-tRNA synthetase 


6401 


GCTGCTGGTGT 


2.00 


0.77 


Hs.181391 


hypothetical protein DKFZp761G2113 


6402 


TGGAACAGGAT 


1.00 


0,39 


Hs.90077 


TG-interacting factor (TALE family ho- 
meobox) 


6403 


CTACACCAGTT 


1.00 


0.39 


Hs.71787 


30S ribosomal protein S7 homoloq 


6404 


CAGGATGACGC 


1,00 


0,39 


Hs.66048 


hypothetical protein FLJ 10669 


6405 


AGGGCAGTACT 


1,00 


0,39 


Hs.265561 


CD2-associated protein 


6406 


CCCATCGTCTT 


1,00 


0,39 


Hs.21490 


hypothetical protein FLJ20302 


6407 


CCTCCAGCAGC 


1.00 


0,39 


Hs.1 7466 


retinoic acid receptor responder (tazaro- 
tene induced 


6408 


GAGTTCGACCT 


1.00 


0,39 


Hs.1 45362 


ESTs, Weakly similar to CHD2 HUMAN 
CHROMODOMAIN-HELI 
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CCCGACGTGCC 


5.00 


1.70 
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NADH dehydrogenase (ubiquinone) 1 
alpha subcomplex, 


6410 


GCCTCTTGAAG 


4.00 


1,42 


Hs.1 84326 


CDC10 (cell division cycle 10, S. cere- 
visiae, homolo 
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CACACCCCTGA 


2,00 


0,77 


Hs.90061 


progesterone binding protein 
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TAATAAAGCAT 


2.00 


0.77 


Hs.4888 


seryl-tRNA synthetase 


6413 


GGGCAAGCCAG 


2,00 


0,77 


Hs.1 10849 


estrogen-related receptor alpha 
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TGGAAGGGCAC 


3,00 


1,11 


Hs.1 32785 


EAP30 subunit of ELL complex 
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CCTCCCCCGTC 


4,00 


1,43 


Hs.268763 


3reakpoint cluster region protein, uterine 
eiomyoma 
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GAGGGGAAACG 


2,00 


0,78 


Hs.81972 


SHC (Src homology 2 domain- 
containing) transforming 
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GGAGGCAGGTG 
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Hs.206713 


UDP-Gal:betaGlcNAc beta 1,4- galacto- 
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syltransferase, 


6418 


ACAGACTGATA 


1,00 


0,40 


Hs. 98541 


hypothetical protein 


6419 


TGGAAAGAGCC 


1,00 


0,40 


Hs.9043 


DKFZP564O092 protein 


6420 


CTTGGTAATTT 


1,00 


0,40 


Hs.8768 


hypothetical protein FLJ10849 


6421 


ACCTGTAATTG 


1,00 


0,40 


Hs.284288 


hqp0256 protein 


6422 


TTTCTGTTAAA 


1,00 


0.40 


Hs.12101 


hypothetical protein 


6423 


GTTGCAGATAA 


1,00 


0,40 


Hs.100293 


O-linked N-acetylglucosamine (GlcNAc) 
transferase (U 


6424 


AGGTCCTAGCC 


9,00 


2,87 


Hs.226795 


glutathione S-transferase pi 


6425 


CAATGTGTTAT 


6,00 


2,03 


Hs.74823 


NADH dehydrogenase (ubiquinone) 1 
alpha subcomplex, 


6426 


CACAGGCAAAA 


4,00 


1,44 


Hs. 155291 


K1AA0005 gene product 


6427 


CTGCACTTACT 


4,00 


1,45 


Hs.77152 


minichromosome maintenance deficient 
(S. cerevisiae) 


6428 


CGCATTAAAGC 


2,00 


0,79 


Hs.78793 


protein kinase C, zeta 


6429 


AAGACTGGCTT 


2,00 


0,79 


Hs.284296 


Homo sapiens SURF-4 mRNA, complete 
cds 


6430 


GTGATCTCCGT 


2,00 


0.79 


Hs.278554 


heterochromatin-like protein 1 


6431 


GCCAAAACCTT 


2,00 


0,79 


Hs. 158287 


KIAA0468 gene product 


6432 


TTCTGTGAATC 


5,00 


1,75 


Hs.77870 


ESTs 


6433 


TTACTTCCCCA 


3,00 


1,13 


Hs.184641 


delta-6 fatty acid desaturase 


6434 


CCCATCCGAAA 


22,00 


6,47 


Hs.91379 


ribosomal protein L26 


6435 


TTTCAGGGGAG 


6,00 


2,06 


Hs.3804 


DKFZP564C1940 protein 


6436 


GGCCCCGGACC 


4,00 


1,46 


HS.4742 


anchor attachment protein 1 (Gaalp, 
yeast) homolog 


6437 


CCAAGAAAGAA 


2,00 


0,80 


Hs.169900 


poly(A)-binding protein, cytoplasmic 4 
(inducible fo 


6438 


GTGCTGGTGCT 


1,00 


0,40 


Hs.9613 


PPAR(gamma) angiopoietin related 
protein 


6439 


CCTTTGTAAAA 


1,00 


0.40 


Hs.78465 


v-jun avian sarcoma virus 17 oncogene 
homolog 


6440 


TTCTCAAGAAA 


1,00 


0.40 


Hs.37189 


similar to rat HREV107 


6441 


CTTTATGTGAT 


1,00 


0,40 


Hs.3352 


histone deacetylase 2 


6442 


TAGACTTCCTT 


1,00 


0,40 


Hs.30011 


ESTs 


6443 


ACATTTCAATT 


1,00 


0,40 


Hs.285999 


trinucleotide repeat containing 15 


6444 


CATTTATCATC 


1,00 


0,40 


Hs.227777 


protein tyrosine phosphatase type IVA, 
member 1 


6445 


GATGGCTGCCT 


1,00 


0,40 


Hs.18104 


hypothetical protein FLJ 1 1 274 


6446 


TGGAAACTTTC 


1,00 


0,40 


Hs. 153834 


KIAA0099 gene product 


6447 


CTGAAAAAAAA 


1,00 


0,40 


Hs.12142 


hypothetical protein FLJ20563 


6448 


GCAGCTCCTGT 


3,00 


1,14 


Hs.1 19257 


emsl sequence (mammary tumor and 
squamous cell card 


6449 


GATGCTGCCAA 


12,00 


3.78 


Hs.99914 


ribosomal protein L22 


6450 


TGTGCTAATAT 


3,00 


1.15 


Hs.183037 


protein kinase, cAMP-dependent, regula- 
tory, type 1, 


6451 


TCCTGAAATAA 


2,00 


A O 4 

0,81 


It-. CCOC 

nS.ooJb 


nomo sapiens cione ^o/u** mrviNM se- 
quence 


6452 


CAGCATCTAAT 


2,00 


0,81 


Hs.1 84062 


putative Rab5-interacting protein 


6453 


GAGAGTAACAG 


2,00 


0,81 


Hs.16003 


retinoblastoma-binding protein 4 


6454 


TTTAATTGTGA 


2,00 


0,81 


HS.145279 


SET translocation (myeloid leukemia- 
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associated) 


6455 


GTGACCTCCTT 


11, oc 


► 3.5e 


i Hs.81097 


cytochrome c oxidase subunit VIII 


6456 


mill iuci ic 


4.0C 


I 1.48 


Hs.79110 


nucleolin 


6457 


AGGCATTGAAA 


3.0C 


» i,ie 


• Hs.151734 


nuclear transport factor 2 (placental 
protein 15) 


6458 


GAATGAGGACA 


3.0C 


» 1,16 


> Hs.167791 


reticulocalbin 1, EF-hand calcium binding 
domain 


6459 


GATCTCGCAAA 


2,00 


0.81 


Hs.250773 


signal sequence receptor, alpha (translo- 
con-associat 


6460 


CAGTGGGTGTT 


2,00 


0.81 


Hs.220689 


Ras-GTPase-activating protein SH3- 
domain-binding pro 


6461 


TGGACACAAGC 


2,00 


0.81 


Hs.180832 


arginyl-tRNA synthetase 


6462 


TGTGATCACAA 


1.00 


0,41 


Hs.9661 


proteasome (prosome, macropain) sub- 
unit, beta type, 


6463 


TGTGCTGTGCT 


1.00 


0,41 


Hs.772 


glycogen synthase 1 (muscle) 


6464 


GACAATGAGAA 


1,00 


0,41 


Hs.75253 


isocitrate dehydrogenase 3 (NAD+) 
gamma 


6465 


TTCCCTGCAAG 


1,00 


0,41 


Hs.61628 


calcium binding atopy-related autoanti- 
gen 1 


6466 


AAACAAATCAC 


1.00 


0.41 


Hs. 17371 4 


MORF-related aene X 


6467 


GTTCACTGCAG 


1.00 


0.41 


Hs. 168383 


intercellular adhesion molecule 1 
(CD54), human rhin 


6468 


TTACACTAATA 


1.00 


0,41 


Hs.159 


tumor necrosis factor receptor super- 
family, member 1 


6469 


GTAGGAAAGCT 


1.00 


0.41 


Hs. 132243 


aminopeptidase puromycin sensitive 


6470 


GCGACGAGGCG 


19,00 


5.92 


Hs.2017 


ribosomal protein L38 


6471 


AAGTGATTCTG 


3.00 


1.19 


Hs. 180677 


zinc finger protein 162 


6472 


GUCC 1 1 1 1 1 1 1 


4.00 


1.52 


Hs. 109804 


H1 histone family, member X 


6473 


AATATTGAGAA 


4,00 


1,52 


Hs. 106673 


eukaryotic translation initiation factor 3, 
subunit 


6474 


TCATTGTAATG 


2,00 


0.83 


Hs.283722 


GTT1 protein 


6475 


GTGGCCACGGC 


2.00 


0,83 


Hs. 112405 


S100 calcium-binding protein A9 (cal- 
granulin B) 


6476 


AGACAGAGTGG 


2.00 


0.83 


Hs. 103833 


ESTs, Weakly similar to AF1 51 869 1 
CGI-111 protein [ 


6477 


ATGCAAGAGAG 


1.00 


0,42 


Hs.78521 


ESTs 


6478 


GGAGGAATTCA 


1.00 


0.42 


Hs.78056 


cathepsin L 


6479 


GCGGGAGCGGG 


1.00 


0.42 


Hs.78054 


KIAA0224 gene product 


6480 


AGGATTAAAAA 


1.00 


0,42 


Hs.72531 


ESTs, Weakly similar to unknown 
[D.melanogaster] 


6481 


AAGAGCTAATG 


1.00 


0,42 


Hs.55921 


glutamyl-prolyl-tRNA synthetase 


6482 


GGAAGAGAAGG 


1.00 


0,42 


Hs.40500 


similar to S. cerevisiae RER1 


6483 


GGCTCCTTGAG 


1,00 


0,42 


Hs.283741 


exosome component Rrp46 


6484 


TGCCTCGTGAA 


1,00 


0.42 


Hs.27160 


ESTs 


6485 


AGAAGGCCTTG 


1,00 


0.42 


Hs.239114 


mannosidase, alpha, class 1A, member 
2 


6486 


CTTGGGAGGCG 


1,00 


0,42 


Hs.226223 


KIAA0618 gene product 


6487 


CCCGGTGTGTG 


1,00 


0,42 


Hs.20950 


ESTs, Weakly similar to predicted using 
Genefinder [ 


6488 


CCCGGCTCTTA 


1,00 


0.42 


Hs. 184544 


ESTs 
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6489 


GGTACCCATTT 


1,00 


0,42 


Hs. 180383 


dual specificity phosphatase 6 


6490 


GGTACAAATAA 


1,00 


0,42 


Hs. 173422 


cAMP responsive element binding pro- 
tein 3 (luman) 


6491 


CTTCTGCAAAT 


1,00 


0,42 


Hs. 14846 


Homo sapiens mRNA; cDNA 
DKFZp564D016 (from clone DKF 


6492 


ACCCAGCGGGC 


1,00 


0,42 


Hs. 126705 


ESTs 


6493 


GGAGCACTGTG 


1,00 


0,42 


Hs. 10362 


ESTs 


6494 


GAGAATTAATC 


1,00 


0,42 


Hs. 101 025 


basic transcription factor 3 


6495 


GAAAAAAAAAA 


12,00 


3,99 


Hs. 14839 


polymerase (RNA) II (DNA directed) 
polypeptide G 


6496 


GTGGGTGTCCT 


2,00 


0,84 


Hs.27633 


DKFZP586B051 9 protein 


6497 


ACCCCACCCAG 


2,00 


0,84 


Hs. 240534 


1-acyIglycerol-3-phosphate O- 
acyltransferase 1 (lyso 


6498 


GCCAAGCCTGA 


2,00 


0,84 


Hs. 118796 


annexin A6 


6499 


AAAG G AAAGTC 


2,00 


0.84 


Hs. 109706 


HN1 protein 


6500 


GGGGTAAGAAA 


8,00 


2,81 


Hs. 80423 


prostatic binding protein 


6501 


TGTCATCACAG 


2,00 


0,84 


Hs.83354 


lysyl oxidase-like 2 


6502 


GAGAACGGGGA 


2,00 


0.84 


Hs.6191 


hypothetical protein DKFZp762l166 


6503 


GACTCTGGGAT 


2,00 


0,84 


Hs. 11282 


ESTs, Weakly similar to cleft lip and 
palate transme 


6504 


AAAGGGGGCAG 


3,00 


1.21 


Hs.249247 


heterogeneous nuclear protein similar to 
rat helix d 


6505 


GTGTAATAAGA 


7,00 


2,52 


Hs. 75598 


heterogeneous nuclear ribonucleoprotein 
A2/B1 


6506 


TGTATTACAGT 


1.00 


0,43 


Hs 92909 


SON DNA binding protein 


6507 


CCTGAAGAAGT 


1,00 


0,43 


Hs.78948 


Rab geranylgeranyltransferase, beta 
subunit 


6508 


CACGTTCCCTA 


1,00 


0,43 


Hs.74579 


KIAA0263 gene product 


6509 


AGGGATGGCCC 


1,00 


0,43 


Hs.54411 


putative T1/ST2 receptor binding protein 


6510 


CTCTCAATATA 


1,00 


0,43 


Hs.279518 


amyloid precursor protein homolog HSD- 
2 


6511 


TAAACTTTGTA 


1,00 


0.43 


Hs.227891 


ESTs, Weakly similar to Y167_HUMAN 
HYPOTHETICAL PROT 


6512 


CTATGGGATTT 


1,00 


0,43 


Hs. 179574 


protein phosphatase 2 (formerly 2A), 
regulatory subu 


6513 


TACTGTAGTCA 


1,00 


0,43 


Hs. 173374 


Homo sapiens cDNA FLJ 10500 fis, clone 
NT2RP2000369 


6514 


CTGGAGGCTGC 


1,00 


0.43 


Hs.149152 


ESTs, Weakly similar to rhophilin 
[Mmusculus} 


6515 


GCCCCTGAAGG 


1,00 


0,43 


Hs. 11 7582 


CGI-43 protein 


6516 


GAGTCTGAGGG 


2,00 


0,85 


Hs. 174051 


small nuclear ribonucleoprotein 70kD 
polypeptide (RN 


6517 


GTGCGCTAGGG 


8,00 


2,86 


Hs.9408 


IKK-related kinase epsilon; inducible 
IkappaB kinase 


6518 


GAAAAGGGTTT 


2,00 


0,86 


Hs.284287 


putative integral membrane transporter 


6519 


TGTTAATGTTA 


2,00 


0,86 


Hs. 261628 


Homo sapiens mRNA; cDNA 


6520 


TTCAGTGCCCA 


1,00 


0,43 


Hs.74649 


cytochrome c oxidase subunit Vic 


6521 


GGCAGCCTGGT 


1,00 


0,43 


Hs.6430 


protein with polyglutamine repeat; cal- 
cium (ca2+) ho 


6522 


ACTACAGCACG 


1,00 


0,43 


Hs.59745 


NADH dehydrogenase (ubiquinone) 
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flavoDrotein 3 MOkH 


6523 


GACTTCTGAGC 


1,00 


0,43 


Hs.274317 


DEAD-box Drotein ahctrakt 


6524 


TTGGTGCTTGG 


1,00 


0,43 


Hs.26343 


ESTs 


6525 


ACTGGAACGAA 


1,00 


0.43 


Hs.11223 


isocitrate dehydrogenase 1 (NADP+), 
soluble 


6526 


GCTTGATGTGA 


1,00 


0,43 


Hs. 108548 


hvDOthetical orotein 


6527 


AAGCTGCTGGA 


3,00 


1,24 


Hs.9822 


HCNP Drotein 


6528 


CTGGGACTGAC 


3,00 


1,24 


Hs.76719 


U6 snRNA-associated Sm-like protein 


6529 


TGGGTGGGGGG 


2,00 


0,87 


Hs 25197 


o i iir i numuiuyy cJnu U-DOX containing 
Drotein 1 


6530 


GACCCTGCCCT 


11,00 


3,89 


Hs. 173464 


FK506-binding protein 8 (38kD) 


6531 


GTTCGTGCCAA 


20,00 


6.71 


Hs. 179666 


ribosomal orotein L^Sa 


6532 


GACCAGAAAAA 


5.00 


1.95 


Hs.180714 


cytochrome c oxidase subunit Via poly- 
Deotide 1 


6533 


GTGAAGGCAGT 


33.00 


10,73 


Hs.77039 


ribosomal Drotein S3A 


6534 


CAGATCTTTGT 


9,00 

w , w w 


3,29 


Hs. 119502 


ubiouitin A-52 rp^iriiiP rihncnmal nmtoin 
wfc/i\^wiiiii n w& icoiuuc MUwwwiiidi protein 

fusion prod 


6535 


TGGGCTCTGAA 


1,00 


0,44 


Hs.85963 


CD36 antiaen (collaaen tvoe 1 rpepntnr 
thrombospond 


6536 


CTTCGCGATGG 


1.00 


0,44 


Hs.78871 


KIAA0081 protein 


6537 


GAGGTCCTTCG 


1,00 


0.44 


Hs.6453 


inositol 1,3,4-triphosphate 5/6 kinase 


6538 


GTACATTGTAA 


1.00 


0,44 


Hs.39122 


ESTs 


6539 


GTTAATTGCTA 


1,00 


0,44 


Hs.32148 


AD-015 protein 


6540 


GCTTATAAAAA 


1 00 

• | WW 


0 44 


Hs.256697 


histidine triad nucleotide-bindina Drotein 


6541 


CATACACACAC 


1,00 


0,44 


HS.254279IEST 


6542 


I I ICI CI CCC 1 


1,00 


0.44 


Hs.236030 


SWI/SNF related, matrix associated, 
actin dependent 


6543 


CCCAATAAACT 


1 00 

• , WW 


0 44 


Hs.233765 


amida, partner of the E2A 


6544 


TAACAGTTGTG 


1,00 


0.44 


Hs. 155560 


calnexin 


6545 


CTGCCATAACT 


2,00 


0 88 

V| wW 


Hs. 110445 


CGI-97 protein 


6546 


TTCTCTCCCCA 


2,00 


0 88 


Hs. 106909 


DKF2P566D193 protein 


6547 


CCCAGGGAGAA 


3,00 


1 27 


Hs.79150 


chaperonin containing TCP1, subunit 4 
(delta) 


6548 


TGGCCTGCCCA 


3,00 


1,27 


Hs. 181 002 


MLL septin-like fusion (NOTE: non- 
standard symbol an 


6549 


TTACCTCCTTC 


9,00 


3,34 


Hs.3343 


phosphoglycerate dehydrogenase 


6550 


GCCAGCCCAGC 


7,00 


2,68 


Hs. 228059 


KRAB-associated protein 1 


6551 


ATCTCTATCCC 


1,00 


0,45 

W,^¥ W 


Hs.75102 


alanyl-tRNA synthetase 


6552 


CACCGGACACT 


1,00 

' 1 WW 


0 45 


Hs.74649 


cytochrome c oxidase subunit Vic 


6553 


GAATTTGTGTA 


1,00 


0,45 

w,^» w 


Hs.28707 


signal sequence receptor, gamma (trans- 
locon-associat 


6554 


AAATTAAAACA 


1,00 


0.45 

w.^r w 


Hs. 198307 


von Hippel-Lindau binding protein 1 


6555 


1 1 1 1 1 CAA 1 GA 


1,00 


0,45 


Hs. 169387 


KIAA0036 gene product 


6556 


CCTCTGGAGGC 


1,00 


0.45 


Hs. 167246 


P450 (cytochrome) oxidoreductase 


6557 


CCTCCCCTGCA 


1,00 


0,45 


Hs. 14068 


ESTs 


6558 


CATCCAAAACA 


3,00 


1,28 


Hs.245710 


heterogeneous nuclear ribonucleoprotein 
H1 (H) 


6559 


GTCTCATTTGA 


2,00 


0,89 


Hs.92381 


nudix (nucleoside diphosphate linked 
moiety X)-type 


6560 i 


ACACCTCTAAA 


2.00 


0,89 


Hs.273230 


hypothetical protein FLJ 10830 
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6561 


ATGGAGACTTC 


2,00 

, w w 


0.89 


Hs.239760 


citrate synthase 


6562 


TGATCACCTAT 


2,00 


0.89 


Hs.177861 


CGI-110 protein 


6563 


GGAATAAATTA 


4,00 


1,65 


HS.697 


cytochrome c-1 


6564 


AACTGTCCTTC 


3,00 


1,30 


Hs. 194673 


phosphoprotein enriched in astrocytes 15 


6565 


ATCTTGTTACT 


9,00 


3,40 


Hs.1 18162 


fibronectin 1 


6566 


ATGGCTGGTAT 


61,00 


20,14 


Hs.1 82426 


ribosomal protein S2 


6567 


TTCTCTTCTCC 


1,00 


0,46 


Hs.6106 


RNA binding motif protein 4 


6568 


TACACTGCTTT 


1,00 


0,46 


Hs.284233 


NICE-5 protein 


6569 


ATGGATGCACT 


1,00 


0 46 

W , T W 


Hs.24983 


hypothetical protein from EUROIMAGE 
2021883 


6570 


ACAAACAAAAG 


1.00 

» , w w 


0,46 


Hs.23964 


sin3-associated polypeptide, 18kD 


6571 


GCTCCAGCCAT 


1,00 


0,46 


Hs.1 706 


interferon-stimulated transcription factor 
3, gamma 


6572 


ACCTCTGGCTT 


1,00 


0.46 


Hs.1 55606 


paired mesoderm homeo box 1 


6573 


GGATGTAGAGA 


1,00 


0,46 


Hs.1 55485 


huntingtin interacting protein 2 


6574 


CTTTCAGATGT 


4,00 


1,69 


Hs.99910 


phosphofructokinase, platelet 


6575 


GAGGGTGCCAA 


2,00 


0,91 


Hs.8986 


complement component 1, q subcompo- 
nent, beta polypep 


6576 


GCTTCCATCTT 


3.00 


1,32 


Hs.55296 


HLA-B associated transcript- 1 


6577 


GCACCTCAGCC 


3,00 


1.32 


Hs.1 0702 


hypothetical protein DKFZp761H221 


6578 


CCTACAGATAA 


1,00 


0.47 


Hs.79037 


heat shock 60kD protein 1 (chaperonin) 


6579 


AAGGAGCGGGA 


1,00 


0 47 

w |-r f 


Hs.43543 


suppressor of white apricot homolog 2 


6580 


CCAAG GAATGG 


1,00 


0.47 


Hs.271934 


Homo sapiens mRNA; cDNA 
DKFZp434M162 (from clone DKF 


6581 


ATTCAGCCACG 


1,00 


0 47 


Hs.26229 


KIAA1 366 protein 


6582 


AG 1 I I 1 A 1 1 1 G 


1,00 


0,47 


Hs.236494 


RAB10, member RAS oncogene family 


6583 


TGAGGAAGACA 


1 00 


0,47 


Hs.1 59627 


death associated protein 3 


6584 


AGGTCCCTGTC 


1 00 


0,47 


Hs. 109571 


translocase of inner mitochondrial mem- 
brane 10 (yeas 


6585 


CGCTTTGCGCG 


1 00 

t , WW 


0,47 


Hs.1 06357 


valosin-containing protein 


6586 


AAGAAGATAGA 


16,00 


5,89 


Hs.1 84776 


ribosomal protein L23a 




PTGAGACAAAG 


8 00 

U, WW 


3,16 


Hs 101025 


basic transcription factor 3 




(^AAAPAAGATG 

VJAnHvAnVJA 1 w 


6 00 


2 45 


Hs 78771 


DhosDhoolvcerate kinase 1 




O 1 Ovsww 1 V3"wv 


6 00 


2 45 


Hs 277 '477 


maior histocomDatibilitv comDlex. class 1 

III 01 W f III W * W VW III W * • W Mil J W W III W 1 W r\ f W 1 WJ WW 1 , 

c 






13 00 

1 W t WW 


4 90 


Hs 107476 

1 1 w * 1 W • f w 


ATP synthase H+ transDortina mito- 
chondrial F1F0, s 


6591 


GTGATGGTGTA 


6,00 


2,46 


Hs.1 97345 


thyroid autoantigen 70kD (Ku antigen) 


6592 


II 1 1 G I G IGAA 

fill 1 ■ W » 


3,00 


1,34 


Hs.1 82698 


hypothetical protein FLJ10024 


6593 


GAGTGAGTGAG 


2,00 

™ 1 WW 


0,93 


Hs.10463 


ESTs, Weakly similar to C44C1.2 gene 
product fC.eleq 


6594 


GGAGGGATCAG 


3,00 


1.34 


Hs.6196 


integrin-linked kinase 


6595 


GTTAACTGGGA 


1,00 


0,47 


Hs.48295 


RNA helicase family 


6596 


GCAGGAACAGC 


1,00 


0.47 


Hs.4770 


KIAA1068 protein 


6597 


TAAGTTCCTTC 


1,00 


0.47 


Hs.237971 


ESTs 


6598 


TGTACATTCTG 


1,00 


0.47 


Hs.1 624 


ephrin-A1 


6599 


CGGGATGCAGA 


1,00 


0,47 


Hs.1 55560 


calnexin 


6600 


AAGATTGGGGT 


2,00 


0.94 


Hs.1 69610 


CD44 antigen (homing function and 
Indian blood qroup 


6601 


GACTCACTTTT 


13,00 


4,99 


Hs.699 


peptidylprolyl isomerase B (cyclophilin B) 
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6602 


GTGGTACAGGA 


6,00 


2,50 


Hs.31731 


peroxiredoxin 5 


6603 


CCAACi I I I I I 1 


4,00 


1,75 


Hs.75914 


coated vesicle membrane protein 


6604 


CCTTGACCAAT 


2,00 


0,95 


Hs.8148 


selenoprotein T 


6605 


GAAICA1 1 1 IG 


2,00 


0,95 


Hs.75249 


ADP-ribosylation factor-like 6 interacting 
protein 


6606 


CGCTGTGGGGT 


2,00 


0,95 


Hs.7486 


protein expressed in thyroid 


6607 


CGGGGAGATGA 


2,00 


0.95 


Hs.243960 


N-myc downstream-regulated qene 2 


6608 


TCCGCGAGAAG 


5.00 


2.15 


Hs.1665 


zinc finger protein homologous to Zfp-36 
in mouse 


6609 


lACAAlAAn r 


2,00 


0.95 


Hs.2730 


heterogeneous nuclear ribonucleoprotein 
L 


6610 


CTGACCCCCTT 


2,00 


0.95 


Hs.26492 


beia-1 ,3-glucuronyltransferase 3 (glu- 
curonosyltransf 


6611 


CTTTCCCCTTT 


2,00 


0,95 


Hs. 183800 


Ran GTPase activating protein 1 


6612 


GGGCCCTTCCT 


2,00 


0,95 


Hs. 168073 


DKFZP727M231 protein 


6613 


AACCAGTTTGT 


2.00 


0.95 


Hs. 15591 


COP9 subunit 6 (MOV34 homolog 34 
kD) 


6614 


GAACTCAGGCC 


1,00 


0.48 


Hs.83634 


host cell factor C1 (VP16-accessory 
protein) 


6615 


CTGAGGCCTGG 


1,00 


0.48 


Hs.82109 


syndecan 1 


6616 


TTAGTTACCTT 


1.00 


0.48 


Hs.77273 


ras homolog gene family, member A 


6617 


GGTAGCCCACG 


1.00 


0.48 


Hs. 56828 


trinucleotide repeat containing 5 


6618 


ACAGCTTTGTA 


1,00 


0.48 


Hs.21229 


f-box and WD-40 domain protein 1B 


6619 


TTCAGGGCTTC 


1.00 


0.48 


Hs. 184242 


sterol-C5-desafurase (fungal ERG3, 
delta-5-desaturas 


6620 


GGAATGTACGT 


9.00 


3.64 


Hs.429 


ATP synthase. H+ transporting, mito- 
chondrial F0 comp 


6621 


TCTCCAGGAAC 


4.00 


1,77 


Hs.237924 


CGI-69 protein 


6622 


AAGTGAGGAGA 


4.00 


1.77 


Hs.231840 


WW domain binding protein 2 


6623 


CTGGCGCCGAT 


3,00 


1.38 


Hs.1 83180 


hypothetical protein 


6624 


GTGTGGTGGTG 


2,00 


0.97 


Hs.56845 


GDP dissociation inhibitor 2 


6625 


TGGAAGGGCTC 


2.00 


0.97 


Hs.31334 


putative mitochondrial outer membrane 
srotein import 


6626 


TAGTAAGTCAT 


1,00 


0,49 


Hs.99914 


ribosomal protein L22 


6627 


TCTCCCTTCAA 


1.00 


0.49 


Hs. 82906 


CDC20 (cell division cycle 20, S. cerevi- 
siae, homolo 


6628 


GGCAGATAGGT 


1.00 


0.49 


Hs.285785 


Homo sapiens cDNA FLJ201 15 fis, clone 
COL05594 


6629 


CAGATTGTGAA 


1.00 


0,49 


Hs. 142653 


ret finger protein 


6630 


GACCCTGGGGA 


1,00 


0,49 


Hs. 116708 


ESTs, Weakly similar to Y063 HUMAN 
HYPOTHETICAL PROT 


6631 


TGGCGGAGTCC 


1.00 


0.49 


Hs.10915 


ESTs, Weakly similar to F-box protein 
FBL9 [H.sapien 


6632 


GATGGTCAGTC 


1,00 


0,49 


Hs. 108779 


DKFZP586E1519 protein 


6633 


GGCTTGGTTTA 


1,00 


0,49 


Hs. 107362 


KIAA0909 protein 


6634 


TAGCTCTATGG 


4.00 


1,81 


Hs. 190703 


ATPase, Na+/K+ transporting, alpha 1 
polypeptide 


6635 


GAATTTTATAA 


4,00 


1,82 


Hs.202 


benzodiazepine receptor (peripheral) 


6636 


CGGCTGAATTC 


3.00 


1,42 


Hs.75888 


phosphogluconate dehydrogenase 


6637 


TGGGTGAGCCA 


7.00 


3,01 


Hs.249982 


cathepsin B 
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6638 


GAAGGCATCCT 


3,00 


1,42 


Hs.250758 


proteasome (prosome, macropain) 26S 
subunit, ATPase, 




GGGCCCCGCAG 


2,00 


0,99 


Hs.75353 


KIAA0123 protein 


6640 


GCCCGCAGGGT 


2,00 


0,99 


Hs.74375 


dishevelled 1 (homologous to Drosophila 
dsh) 


6641 


GACAGATGGAC 


1,00 


0,50 


Hs.83575 


KIAA1533 protein 


CCA 0 






0 50 


Hs 77813 


^nhinnnmuplin nhn^rihnHiPQtprfl^P 1 
dpi ui ly ui i lyciii i \ji iwofji luuicdici govs i, 

acid lysosomal (a 


6643 


GCAGCCCGCGG 


1 00 

I 1 w w 


0,50 


Hs.71472 


ESTs, Highly similar to unnamed protein 
product [H.s 


6644 


GTGATTGTTCA 


1,00 


0,50 


Hs.6727 


Ras-GTPase activating protein SH3 
domain-binding pro 


6645 


CTCCTGAAGGC 


1,00 


0,50 


Hs.4890 


ubiquitin-conjugating enzyme E2E 3 
(homologous to ye 


6646 


GATAGGTCGGG 


1,00 


0,50 


Hs. 154721 


aconitase 1 , soluble 


6647 


TTGTTTGTAAA 

1 1 III 1 # V W » 


1 00 

1 , WW 


0 50 

w | ww 


Hs. 15020 


homolog of mouse quaking QKI (KH 
domain RNA binding 


6648 


GTATAATTTGT 


1,00 


0,50 


Hs.1 07979 


small membrane protein 1 


6649 


AAAAATAAAGG 


7,00 

I , W W 


3,02 


Hs.155101 


ATP synthase, H+ transporting, mito- 
chondrial F1 comp 


6650 


GCCTGTATGAG 


26,00 


10,09 


Hs.1 80450 


ribosomal protein S24 


6651 


TTTCTGTATGT 


2,00 


1,00 


Hs. 180877 


H3 histone, family 3B (H3.3B) 




TCTTGTGCATA 


8,00 


3,45 


Hs.2795 


lactate dehydrogenase A 




TCATCTTCAAC 


2,00 


1,00 


Hs 75525 


calreticulin 


6654 


TCACTTTCTTT 


1 00 

1 | WW 


0.51 

W,W 1 


Hs.78865 


TATA box binding protein (TBP)- 
associated factor, RN 




TGGAGGGGCCA 


1 00 

1 | WW 


0 51 

W,W 1 


Hs.74362 


CIpP (caseinolytic protease, ATP- 
dependent, proteoly 


DDOD 




1 00 

1 , WW 


0 51 

w , w 1 


Hs 55043 

l lw.wwW~w 


ESTs 


6657 


TCTGTTTCCAG 


1,00 


0,51 


Hs.1 55227 


EphB4 


6658 




1 no 


n m 


He IS^QQft 


rrpatinp kinase mitochondrial 1 fubiaui- 
tous) 


CCCQ 






n m 

W,U 1 


no. 1 *i£Q*t 


ESTs Weaklv similar to HS6B DROME 
HEAT SHOCK PROTEI 


6660 


GCI 1 1 1 IAGAA 


7,00 


3.10 


Hs.251064 


high-mobility group (nonhistone chromo- 
somal) protein 


6661 


AAGTTTCCAAT 


2 00 


1 01 

1 , W 1 


Hs.2903 


protein phosphatase 4 (formerly X), 
catalytic subuni 


6662 

UUU4 


TTTCCTTCCTT 


2,00 


1 01 

• , w • 


Hs.104143 


clathrin, light polypeptide (Lea) 


6663 


CCTTCCAAATT 


4,00 


1,91 


Hs.1 11076 


malate dehydrogenase 2, NAD (mito- 
chondrial) 


6664 


TCCTCTTTCCA 


1,00 


0.52 


Hs.943 


natural killer cell transcript 4 


DDDD 


1 O 1 ww I WW 1 1 O 


1 00 

1 , WW 


0 52 


Hs 93765 


lipoma HMGIC fusion partner 


DDDD 


O I OwAnvjAvvjn 


1,00 


0,52 


Hs 80395 


mal, T-cell differentiation protein 


ODD/ 


Mill Ovv 1 v 1 w 


1 00 

I ,ww 


0.52 


Hs 7393 

■ Iw, 1 Www 


Homo sapiens mRNA full length insert 
cDNA clone EURO 


6668 


CTGGGCCTCTG 


1,00 


0,52 


Hs.50868 


solute carrier family 22 (organic cation 
transporter 


6669 


TCTGAATCGGG 


1,00 


0.52 


Hs.4316 


trinucleotide repeat containing 12 


6670 


GTGTGAAATAA 


1,00 


0.52 


Hs.1 991 79 


RAN binding protein 2 


6671 


CACGGACTCGT 


1.00 


0.52 


Hs.170195 


bone morphogenetic protein 7 (osteoge- 
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nic protein 1 ) 


6672 


GCAGCAGGAAG 


1,00 


0,52 


Hs. 165743 


tumor suppressing subtransferable can- 
didate 4 


6673 


CGGGTAGTATT 


1,00 


0,52 


Hs.1437 


glucosidase, alpha; acid (Pompe dis- 
ease olvcooen st 

w«wwp y <y wywi 1 wl 


6674 


AAAA1AI 1 1 IA 


1,00 


0,52 


Hs.1 19000 


actmtn, alpha 1 


6675 


TTTGTTAATTC 


3 00 

W, WW 


1 48 


Hs 278857 


ricici uyciieuus nucicar riDonucieoproiein 
H2 M*) 

1 ■ <£• \B 1 / 


6676 


GTGCTGAATGG 


27,00 


10,97 


Hs. 77385 


mvosin liflht nnlvnpntiri^ fi Alkali 

smooth muscle a 


6677 


GGCACCTCTGC 


2,00 


1,03 


Hs 3763 


amvloid b&fa fA4\ nrprnr^nr nrntpin- 

binding, family 


6678 


GGTGCTGGAGA 


2,00 


1,03 


Hs.1 55020 


putative methyltransferase 


6679 


AATGCTTTGTT 


10,00 


4,38 


Hs.272897 


Tubulin, alpha, brain-specific 


6680 


CGGAGTCCATT 


4,00 


1.94 


Hs.1 55595 


neural precursor expressed, devel- 
opmentally dow 


6681 


CGATGGTCCCC 


3,00 


1,50 


Hs.7771 


B-cell associated protein 


6682 


CAGCTCCGCTT 


2,00 


1,04 


Hs.82113 


dUTP pyrophosphatase 


6683 


ATAAAAAAAAA 


1,00 


0,52 


Hs.83942 


cathepsin K (pyenodysostosis) 


6684 


GGACCTGCGCC 


1,00 


0,52 


Hs.8297 


ribonuclease 6 precursor 


6685 


GAAACCCTCAC 


1,00 


0,52 


Hs.75859 


chromosome 1 1 open reading frame 4 


6686 

WVw \J 


GCAACCACGAC 


1,00 


0 52 


Hs 182986 


CGI-36 orotein 

WWI WW \J\ WAwll 1 


6687 


GGATGCATTAG 


1,00 


0,52 


Hs.1 72635 


ESTs 




GCCAGCGTCAT 


1 00 

1 , w w 


0 52 


Hs 13386 

1 lv> 1 wwWw 


yai llll I6S*IUUUIIII wUllipiCA pfUlClli £ 


6689 


CCAAACGTGTA 

vwnnnww 1 \J 1 n 


12 00 


w%&°9 


Hs 181307 

lid* IO 1 ww I 


n J 1 llolvIK?, Id if Illy w/S 


6690 


TTCACAAAGGA 


2 00 


1 05 

1 ) w w 


Hs 76913 

1 IWi » WW 1 w 


fjl WlGo wLMI 1 w l^iVJwWIIIC, II law! Upall ly oUU" 

unit aloha tvoe 

Wlllb| Ulp^l IH ljf*W| 


6691 


GGTTTGGCTTA 


7,00 


3,25 


Hs.73818 


ubiquinol-cytochrome c reductase hinge 
orotein 


6692 


GGTTGGCAGGG 


5,00 


2,41 


Hs.3745 


milk fat globule-EGF factor 8 protein 




TATAATrTTTA 


1 on 


n 


lio. 9<£w 


on iy ic*oii aiiucu Lyf>aM-Dinuiny piuicin 


66Q4 


TAAAATTGCTfi 
I nnnn 1 I I w 


1 no 

1 ,ww 


n ^ 


119. r w<£w f 


t^aimfn Kin^in/v nr^Ain hie^na 

noirpin uinaing proiein, nisione 


6695 


CCGGAATGTGG 


1,00 


0,53 


Hs. 54702 


xylosylprotein beta 1,4- 

y aia wiuoyin 01 i9i«?i doc, puiypc 


6696 


TTGTATTCCAG 


1.00 


0,53 


Hs.3631 


immunoglobulin (CD79A) binding protein 
1 


6697 


GTACGTCTGGC 


1,00 


0,53 


Hs 279754 


oilin-like transcription factor 

Wl 111 1 II 1^ Vr VI W 1 Iv VI IB^LIWi 1 1 w Wvwl 


6698 


AAAACTTTGTC 


1,00 


0.53 


Hs 272458 


orotein ohosohatase 3 (formerlv 2B^ 

fi/iWkwlll ^/l ivw^/IIQlB^v W \lwllllwlly fcU / ( 

catalytic subun 


6699 


GGGAGTAATAG 


1,00 


0,53 


Hs.26045 


protein tyrosine phosphatase, receptor 


6700 

\J 1 \J\J 


ill nn ill vj i r\ 


1 00 

1 ,ww 


0 53 


Hs 182793 

V Id. 1 \J&* 1 ww 


notfli mpmhran^ nrotPin r^P7^ 

y wiy iii iui i lui at iw ^ji uicii 1 V3i r w 


6701 

w i w 1 


AAJACTi J TG I 

nn i f\^s i f • i i 


1 00 


0 53 


Hs 165998 

P Iw* 1 WWW wV 


DKFZP564M2423 Drotein 


6702 


CATTTCAGAGA 


1,00 


0,53 


Hs.1 5259 


BCL2-associated athanogene 3 


6703 


TCAATAAAGGA 


1 00 


0.53 

W, WW 


Hs.1 18797 


ubiouitin-coniuoatino enzvme E2D 3 
(homologous to ye 


6704 


GGAACTTTTAG 


3,00 


1,53 


Hs.43857 


similar to glucosamine-6-sulfatases 


6705 


GGGGCAGGGCC 


12,00 


5,35 


Hs.1 19140 


eukaryotic translation initiation factor 5A 


6706 


TTCTAACATAT 


2,00 


1,06 


Hs.78629 


ATPase, Na+/K+ transporting, beta 1 
polypeptide 
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6707 


GGGAGGGAAGA 


2,00 


1,06 


Hs.75243 


bromodomain-containing 2 


6708 


AAGATCCCCGC 


5,00 


2,43 


Hs.107187 


divalent cation tolerant protein CUTA 


6709 


GTATTGGCCTT 


2,00 


1,07 


Hs.28757 


transmembrane 9 superfamily member 2 


6710 


TTCTCCCGCTT 


2,00 


1,07 


Hs.118126 


protective protein for beta-galactosidase 
(galactosi 


6711 


GAGTAAAAAAT 


1,00 


0,54 


Hs.944 


glucose phosphate isomerase 


6712 


TACAATAAACC 


1.00 


0,54 


Hs.9071 


progesterone membrane binding protein 


6713 


TTGACCCTGGG 


1,00 


0,54 


Hs.8128 


phosphatidylserine decarboxylase 


6714 


AGCCTGACTGC 


1.00 


0,54 


Hs.80206 


glucose-6-phosphate dehydrogenase 


6715 


GAGGATTTGGG 


1,00 


0,54 


Hs.43549 


uncharacterized hematopoietic 
stem/progenitor cells 


6716 


TGCTTTCAAAA 


1.00 


0,54 


Hs.31439 


serine protease inhibitor, Kunitz type, 2 


6717 


AAAGCAGTTTA 


1.00 


0,54 


Hs.262962 


ESTs 


6718 


CTGTACTAGGT 


1.00 


0,54 


Hs.226499 


nescaprotein 


6719 


TGGGAGAAGTG 


1,00 


0,54 


Hs.1 84544 


ESTs 


6720 


TCCTTGTTGGC 


1,00 


0,54 


Hs. 155742 


glyoxylate reductase/hydroxypyruvate 
reductase 


6721 


GAGACTGCTTC 


1.00 


0.54 


Hs. 11 8078 


ESTs 


6722 


ACAACTCAATA 


4,00 


2,01 


Hs.75922 


brain protein 1 3 


6723 


CGCI I I IGIAG 


2,00 


1,08 


Hs.5297 


DKFZP564A2416 protein 


6724 


GAGGTCCCTGG 


5,00 


2,48 


Hs.74077 


proteasome (prosome, macropain) sub- 
unit, alpha type, 


6725 


ATTGTTTATGG 


12,00 


5,52 


Hs.181163 


high-mobility group (nonhistone chromo- 
somal) protein 


6726 


CTGAGGCGCTT 


1,00 


0.55 


Hs.78769 


thimet oligopeptidase 1 


6727 


TTCATTTGTCT 


1,00 


0,55 


Hs.78452 


solute carrier family 20 (phosphate 
transporter), me 


6728 


GAGAGCACCCT 


1,00 


0,55 


Hs.273237 


postmeiotic segregation increased 2-like 
8 


6729 


AGTGGCTGCCC 


1.00 


0.55 


Hs.24435 


ESTs 


6730 


CCCTTCACTGG 


1,00 


0,55 


Hs 22557 


ESTs Hiahlv similar to unnamed nrotein 
product IH.s 


6731 


GCCTGGGACTC 


3,00 


1,58 


Hs.98057 


ESTs, Weakly similar to 168667 tran- 
scription factor 


6732 


CACTCAGTGTG 


2,00 


1,10 


Hs.75379 


solute carrier family 1 (glial high affinity 
glutama 


6733 


TTTCTAGGGGT 


3.00 


1,59 


Hs. 108969 


PTD008 protein 


6734 


TCCAAGGAAGG 


2,00 


1,10 


Hs. 15250 


peroxisomal D3,D2-enoyl-CoA isomera- 
se 


6735 


GCAAAACCAGC 


3,00 


1,60 


HS. 15071 


chaperonin containing TCP1, subunit 8 
(theta) 


6736 


GCTGTTTTGTT 


1,00 


0,56 


Hs.92186 


Leman coiled-coil protein 


6737 


GAGCTGTTGGT 


1,00 


0,56 


Hs.851 


integrin, alpha E (antigen CD103, human 
mucosal lymp 


6738 


CATAGAGCCAC 


1.00 


0,56 


Hs.6118 


hypothetical protein FLJ 10968 


6739 


AAACCTCTCAA 


1.00 


0,56 


Hs.22981 


DKF2P586M1523 protein 


6740 


GAGGTGCTCTA 


1,00 


0,56 


Hs. 181 385 


uncharacterized hematopoietic 
stem/progenitor cells 


6741 


AGCCCGCCGCG 


1,00 


0,56 


Hs. 154036 


tumor suppressing subtransferable can- 
didate 3 
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6742 


CTAACTTCGTT 


1,00 


0,56 


Hs. 14838 


hypothetical protein FLJ10773 


6743 


GGCTTTACCCT 


9,00 


4,33 


Hs.1 19140 


eukaryotic translation initiation factor 5A 


6744 


CATCTGTGAGC 


2,00 


1,11 


Hs.75189 


death-associated protein 


6745 


CCCCCAATTCT 


2,00 


1,11 


Hs. 194534 


vesicle-associated membrane protein 2 
(synaptobrevin 


6746 


AATTTCTATTT 


2,00 


1,12 


Hs.5322 


guanine nucleotide binding protein (G 
protein), gamm 


6747 


GCGATTCCGGA 


2.00 


1,12 


Hs.283724 


ESTs, Weakly similar to HYA22 
[H.sapiens] 


6748 


TCAGTTTGGAG 


3,00 


1.63 


Hs.3873 


palmitoyl-protein thioesterase 1 (ceroid- 
lipofuscino 


6749 


TGTCAGAGATG 


1,00 


0,57 


Hs.73957 


RAB5A, member RAS oncogene family 


6750 


ATTGCTTTTGA 


1,00 


0,57 


Hs.40500 


similar to S. cerevisiae RER1 


6751 


GCTAGTGATGT 


1,00 


0,57 


Hs.284162 


60S ribosomal protein L30 isolog 


6752 


CCGGCGCGTGT 


1,00 


0,57 


Hs. 107387 


CGI-20 protein 


6753 


TGCACCACAGA 


2,00 


1,13 


Hs.9534 


signal peptidase complex (18kD) 


6754 


ATGGCCAACTT 


2.00 


1,13 


Hs.227835 


KIAA1049 protein 


6755 


GTGTCTCATCT 


2,00 


1,13 


Hs.144904 


nuclear receptor co-repressor 1 


6756 


ATGAGCTATGA 


1.00 


0.57 


Hs.8752 


transmembrane protein 4 


6757 


GTCAGAACTTG 


1.00 


0,57 


Hs.82101 


pleckstrin homology-like domain, family 
A t member 1 


6758 


CTGAAATTCGG 


1,00 


0.57 


Hs.79658 


casein kinase 1 , epsilon 


6759 


ACAAATT AT GA 


1.00 


0,57 


Hs.78902 


voltage-dependent anion channel 2 


6760 


TTTGCAATTAT 


1.00 


0,57 


Hs.75137 


KIAA0193 gene product 


6761 


GGGCTGGGGTA 


2.00 


1,14 


Hs.90436 


sperm associated antigen 7 


6762 


GTGGGGCTAGG 


2,00 


1,15 


Hs.75180 


protein phosphatase 5, catalytic subunit 


6763 


GTGTGTAAAAA 


2.00 


1,15 


Hs.181373 


accessory proteins BAP31/BAP29 


6764 


AATGGATTACC 


1.00 


0,58 


Hs.82202 


ribosomal protein L17 


6765 


CTTGTAACAGA 


1.00 


0,58 


Hs.82124 


laminin, beta 1 


6766 


GAAGGCATCTT 


1.00 


0,58 


Hs.71377 


p138-tox 


6767 


GGGGGCCCCGT 


1,00 


0,58 


Hs.5809 


putative transmembrane protein 


6768 


TGATGCGCGCT 


1,00 


0,58 


Hs.25664 


tumor suppressor deleted in oral cancer- 
related 1 


6769 


TCTGTGACCTT 


1,00 


0,58 


Hs.1 98793 


KIAA0750 gene product 


6770 


AGACAAGTTTA 


1.00 


0,58 


Hs. 120874 


ESTs 


6771 


TTCCTGACTAC 


1.00 


0,58 


Hs.10098 


putative nucleolar RNA helicase 


6772 


GCAATAAATGG 


2.00 


1,16 


Hs.89434 


drebrin 1 


6773 


AGGAGCGGGGT 


2.00 


1,16 


Hs.252189 


syndecan 4 (amphiglycan, ryudocan) 


6774 


TCAGAAG K 1 1 f 


2.00 


1,16 


Hs.243901 


Homo sapiens cDNA FLJ20738 fis, clone 
HEP08257 


6775 


GCGGGGTACCC 


4.00 


2,18 


Hs.227823 


pM5 protein 


6776 


GCGGGAGGGCT 


3,00 


1,68 


Hs.1 541 62 


ADP-ribosylation factor-like 2 


6777 


AAAGCAAACCA 


2,00 


1,16 


Hs.161554 


hypothetical protein FLJ20159 


6778 


GCACCCTCAGA 


1,00 


0,59 


Hs. 82294 


regulator of G-protein signalling 3 


6779 


ATCTTTTAAAA 


1,00 


0,59 


Hs.75867 


solute carrier family 20 (phosphate 
transporter), me 


6780 


GGGCAGAATTG 


1,00 


0,59 


Hs.70500 


KIAA0370 protein 


6781 


ACI 1 1 1 IAAAA 


1,00 


0,59 


Hs.226483 


diaphanous (Drosophila, homolog) 2 


6782 


TATTCTCAATA 


1,00 


0.59 


Hs.181311 


asparaginyl-tRNA synthetase 


6783 


CGCTGTGTGCT 


1,00 


0,59 


Hs.1 81 246 


glucosidase, beta; acid, pseudogene 
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6784 


TCTGGACTCGG 


1,00 


0,59 


Hs.153612 


ATP-binding cassette, sub-family F 
(GCN20), member 2 




6785 


TTTCGTAGATG 


1,00 


0,59 


Hs.107747 


DKF2P566C243 protein 




6786 


ACAAATCCTTG 


3,00 


1.70 


Hs.752 


FK506-binding protein 1A (12kD) 




6787 


GTCTTAACTCA 


2,00 


1.17 


Hs.5074 


similar to S. pombe dim1 + 




6788 


GAGTTATGTTG 


2,00 


1.17 


Hs.279915 


translocase of inner mitochondrial mem- 
brane 8 (yeast 




6789 


GAGTAGAGAAA 


3,00 


1.71 


Hs.1 45279 


SET translocation (myeloid leukemia- 
associated) 


10 


6790 


ATAGGTCAGAA 


4,00 


2,23 


Hs.29665 


KIAA09 11 protein 




6791 


TAATGGTAACT 


4,00 


2,24 


Hs.181028 


cytochrome c oxidase subunit Va 




6792 


GCAGTGGCCTC 


2,00 


1.19 


Hs.1 84276 


solute carrier family 9 (sodium/hydrogen 
exchanger), 


15 


6793 


AACATTCTAAG 


1,00 


0.60 


Hs.8813 


syntaxin binding protein 3 




6794 


TGAGAGACATC 


1,00 


0,60 


Hs.8164 


Mulibrey nanism 




6795 


TGCTGCCTGTT 


3,00 


1.74 


Hs.118110 


bone marrow stromal cell antigen 2 


20 


6796 


TGGATCCTAGA 


3,00 


1.75 


Hs.5273 


NADH dehydrogenase (ubiquinone) Fe-S 
protein 3 (30kD 




6797 


GATCACAGTTT 


3,00 


1,75 


Hs.234489 


lactate dehydrogenase B 




6798 


AATGGAAATCG 


1,00 


0,61 


Hs.4943 


hepatocellular carcinoma associated 
protein; breast 


25 


6799 


TTAATATATGC 


1,00 


0.61 


Hs.237955 


hypothetical protein PRO2706 




6800 


I I I IAAACITG 


1,00 


0.61 


Hs.226770 


DKFZP566C0424 protein 




6801 


CCCCAGTCGGC 


1,00 


0,61 


Hs.1 71 596 


EphA2 


- 30 


6802 


CTGGGTGAAGT 


1.00 


0.61 


Hs.1 69388 


ESTs 




6803 


ATCAAGAATCC 


1,00 


0,61 


Hs.1 4623 


interferon, gamma-inducible protein 30 




6804 


TAATAAATGCT 


1,00 


0,61 


Hs.1 18463 


(Manual assignment) MEMOREC GS2L1 
putative phospholi 


• 35 


6805 


Al IAI I I I ICI 


7,00 


3.79 


Hs.153 


ribosomal protein L7 




6806 


ATTCCAATCTT 


2,00 


1.22 


Hs.1 787 10 


clathrin, heavy polypeptide (He) 




6807 


ACTGGGTCTAT 


10,00 


5.34 


Hs.275163 


non-metastatic cells 2, protein (NM23B) 
expressed in 


- 40 


6808 


TTAAGAGGGGG 


2,00 


1.22 


Hs.243886 


nuclear autoantigenic sperm protein 
(histone-binding 




6809 


CAAAGACAATT 


1,00 


0.62 


Hs.23528 


HSPC038 protein 




6810 


ACCCTCTCCCT 


1,00 


0.62 


Hs.19122 


eukaryotic translation initiation factor 4E- 
like 3 


45 


6811 


TGGACCAGGCG 


1,00 


0.62 


Hs.1 67641 


hypothetical protein from EUROIMAGE 
1703145 




6812 


ATGGTGCTGAC 


1,00 


0,62 


Hs.166 


sterol regulatory element binding tran- 
scription fact 


50 


6813 


CTTTGATCAGG 


1,00 


0.62 


Hs.1 18249 


brefeldin A-inhibited guanine nucleotide- 
exchange pr 




6814 


GATGACGACTC 


1,00 


0.62 


Hs.1 0701 9 


symplekin; Huntingtin interacting protein I 


55 


6815 


ACAAACTTAGG 


6,00 


3.36 


Hs.1 77656 


calmodulin 1 (phosphorylase kinase, 
delta) 




6816 


TCTTTACTTGA 


2,00 


1.23 


Hs.6895 


actin related protein 2/3 complex, subunit 
3(21 kD) 


60 


6817 


AGTTGAAATTC 


2,00 


1.23 


Hs.1 80428 


KIAA1181 protein 




6818 


TCCGGCCGCGA 


4,00 


2,35 


Hs.171774 


hypothetical protein 





65 
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6819 


ATGCGAAAGGC 


2,00 


1,24 


Hs.89466 


dodecenoyl-Coenzyme A delta isom- 
erase (3,2 trans-eno 


6820 


AAATAAAGAAT 


2,00 


1,24 


Hs.790 


microsomal glutathione S-transferase 1 


6821 


GTGCCTGTGCT 


1,00 


0,63 


Hs.8888 


Homo sapiens mRNA; cDNA 
DKFZp434C2019 (from clone DK 


6822 


TAGGACCCTGC 


1,00 


0,63 


Hs.76873 


hyaluronoglucosaminidase 2 


6823 


GTAATGAAGCA 


1,00 


0.63 


Hs.5011 


RNA binding motif protein 9 


6824 


CCGAAAAAGTG 


1,00 


0,63 


Hs.24763 


RAN binding protein 1 


6825 


CTTCAGGACCT 


1,00 


0.63 


Hs.239356 


syntaxin binding protein 1 


6826 


GACACAGGCAG 


1,00 


0,63 


Hs. 143641 


low density lipoprotein receptor-related 
protein 3 


6827 


CAAATAAAAAG 


1,00 


0,63 


Hs.1116 


lymphotoxin beta receptor (TNFR super- 
family, member 


6828 


GTGAAAAAAAA 


2,00 


1,25 


Hs.181373 


accessory proteins BAP31/BAP29 


6829 


GCAGCTCAGGC 


3,00 


1,82 


Hs.79572 


cathepsin D (lysosomal aspartyl prote- 
ase) 


6830 


TTGACACTTTC 


3,00 


1,82 


Hs.26136 


ESTs 


6831 


AACTAATACTA 


7,00 


3,97 


Hs. 11 8724 


DR1 -associated protein 1 (negative 
cofactor 2 alpha) 


6832 


GGTGATGAGGA 


2,00 


1.26 


Hs.12107 


putative breast adenocarcinoma marker 
(32kD) 


6833 


TAAGTTTAATT 


1,00 


0,64 


Hs.75760 


sterol carrier protein 2 


6834 


AGACCATATTA 


1,00 


0.64 


Hs.23964 


sin3-associated polypeptide, 18kD 


6835 


TGGGCAGCTGG 


1,00 


0.64 


Hs.1 80920 


ribosomal protein S9 


6836 


A1AI I 1 ICCIG 


1,00 


0,64 


Hs.1 28866 


Novel human gene mapping to chomo- 
some 1 


6837 


ATGCCCGTGAG 


1,00 


0,64 


Hs. 118223 


microfibrillar-associafed protein 4 


6838 


AGCTCTTGGAG 


3,00 


1,85 


Hs.7833 


selenium binding protein 1 


6839 


GGCCAAAGGCC 


2.00 


1,28 


Hs.278569 


KIAA0064 gene product 


6840 


ATCTGAAGCAA 


2,00 


1,28 


Hs.25631 1 


granin-like neuroendocrine peptide pre- 
cursor 


6841 


TAGCAI 1 II AA 


1,00 


0,64 


Hs.77665 


KIAA0102 gene product 


6842 


ATGTGGCACAT | 1,00 


0,64 


Hs.67776 


ESTs 


6843 


AGTTTCTTGTC 


1,00 


0,64 


Hs.246381 


CD68 antigen 


6844 


AAGTATTGTGT 


1,00 


0,64 


Hs.1 00688 


Homo sapiens cDNA FLJ1 1279 fis, clone 
PLACE 1009444, 


6845 


TTTTGGGGGCT 


2,00 


1,29 


Hs.26683 


ESTs, Weakly similar to lamin B receptor 
homolog TM7 


6846 


AGTGTCTGTGA 


3,00 


1,88 


Hs.8867 


cysteine-rich, angiogenic inducer, 61 


6847 


TCACCCACACC 


26,00 


13,97 


Hs. 23451 8 


ribosomal protein L23 


6848 


AAGATTGGTGG 


5,00 


3,00 


Hs.1 244 


CD9 antigen (p24) 


6849 


TAGTTGAAGTC 


6,00 


3,55 


Hs.131255 


ubiquinol-cytochrome c reductase bind- 
ing protein 


6850 


ATACTTTAATC 


2,00 


1,29 


Hs.79274 


annexin AS 


6851 


ATGGCTGGGCT 


1.00 


0.65 


Hs.752 


FK506-binding protein 1A (12kD) 


6852 


TTCGCTTCCTG 


1,00 


0,65 


Hs.6120 


Homo sapiens mRNA; cDNA 
DKFZp434E146 (from clone DKF 


6853 


GAATGTAAGTA 


1,00 


0,65 


Hs.6113 


staufen (Drosophila, RNA-binding prote- 
in) 


6854 


CTTTGCTGTGT 


1,00 


0,65 


Hs.1 3861 7 


thyroid hormone receptor interactor 12 
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68551 


3CTGACGCTCC 


1,00 


A £5 C 

0,65 


nS.l 1 74/ 


lypoineucai proiein rLjzuoy i 


6856 


GGGCCTGACAT 


1,00 


0.65 


Hs. 11039 


Homo sapiens clone 24804 mRNA se- 
quence 


6857 


GGAAGCACGGA 


4,00 


2.46 


HS. 148495 


roteasome (prosome, macropain) 26S 

ciiKnnit nnn.ATP 

qUUUIIH, MUM 1 t 


6858 


CCTTCTUUAU 


i nn 
o,uu 


i ,oy 




aUllt lit i, ai\Ji la \ 


6859 


AAA T A A "T*/" N /' N A 

AAATAGATCCA 


z,uu 


4 ^n 


Uc 171971 


rotanin /rarfhprin-a^nHfltpH nmtpin^ 
jcla I \OOt\U) 


6860 


CAGCCCCTCTT 


2,00 


1.31 


Hs.82503 


H. sapiens mRNA for S'UTR of onknown 


6861 


AATACCTCGTG 


2,00 


1.31 


Hs.24220 


hypothetical protein 


6862 


CTGGTCCTCCT 


1,00 


a ce 
0,00 


is.y /oy 


:o I S 


6863 


ATCAAGTGGAC 


a nn 


n 


j e 7Qn77 




6864 


GCTTATGTTAA 


a nn 
1.UU 


n 

U,DD 


u- 7<;ift7 
ns. / o \ of 


ran^lnra^p> of nuter mitochondrial mem- 
^rane 20 fveas 


6865 


AGCTTATTGAG 


1,00 


0,66 


Hs.273077 


Human DNA sequence from clone RP3- 
417M14, nn rhrnmoso 


6866 


GGCTTCCTGGG 


1 nn 


n 




F55T 


6867 


GACATCGAGGC 


1,00 


0,66 


Hs.252574 


ribosomal protein L10a 


6868 


TGATGTCTGGT 


2,00 


1,32 


iS.ooooo 


ivitr A i proiein 


6869 


GCTAAGGAGAT 


5,00 


3,08 


Hs.2oo2o0 


mi-*** r/rn 1 of f^'X K/\t i iIiai mrt Iavia ci iHctrsto 

ras-reiaicQ uoiuiinurn iuxiii buuoiiaic 
i ^rno Tami 


6870 


GCTGTTGCGCG 


7,00 


4,20 


Hs.8102 


ribosomal protein S20 


6871 


GCAGGGTGGGG 


2,00 


1,33 


1 i ^ 4 (ja/\70 

Hs. 182278 


caimoouiin z ^pnospnoryiase wnase, 
oeiia / 


6872 


GGCTGCCCTGG 


3,00 


1,94 


iS. /4D00 


uinyui upyin iiiuii laoc ui^c w 


6873 


CAGTGAACAAG 


4 aa 

1,00 


A C7 

0,b7 




r^/^l_19P nrnt^in 


6874 


GTGGCCCGCAG 


1,00 


0,67 


Hs.96200 


neighbor of A-kinase anchoring protein 


6875 


CTGCAGTTAGC 


a nn 


n fi7 

0,Df 


Mo QfilA 


FSTc. Weaklv similar to Ps 2 

l_ I O , V VvQMj will 1 1 1 wi 1 iw t W 


6876 


GAAAGGA MM 


4 nn 

i ,UU 


n P7 

0,0/ 


He ftA**1ft 
ri5.O*t0 1 0 


rp-nliratinn nrnfpin A1 f70kD^ 


6877 


TGCATATCATC 


a aa 

1,00 


A C7 

0,0/ 


ns. / yoyo 


ovAAr+in 1 /PRM1 x/PSQt hnmnlnn^ 


6878 


TGCGTCACCGT 


a aa 

1,00 


A C7 


nS./o/u^ 


Q\Ail/QMP rplijtprl matriy a^^nciatpd 

OVVI/OIMr 1 clolClJ, iliauiA aoouuiaiwu, 

acnn ucpciiuciu 


6879 


TCTTGATTTAC 


a r\r\ 

1 ,00 


n C7 
0,0/ 


ns. / *»oo I 


alnha-9-marrnnlnbtilin 


6880 


GTGATGGGGCC 


a aa 

\ ,00 


n P7 
0,0/ 


nS.D^DtU 


rhrnmAcnnnp 6 nnen readina frame 1 


6881 


GGTGTGGGTGA 


1.00 


0,67 


Hs.285363 


ESTs 


6882 


GGCCACTCTAG 


a a a 

1,00 


A C7 
0,07 


LI 0 AO* 1 1 




6883 


CTCCCTTGCCC 


1.00 


0,67 


Hs.181271 


CGI-120 protein 


6884 


GGCCCTGGTGT 


A AO 

1,00 


0,0/ 


Uo i MOO' 




6885 


AGGTTCTGCCT 


1,00 


0.67 


HS.10246S 


putative nuclear protein 


6886 


TGATAATTCAA 


5,00 


3,14 


HS. 10068c 


homo sapiens cuinm ruj i u«, wiumc 
di a/"*C4 nn QilA^ 


6887 


Nil CTGCATA 


1,00 


0,68 


Hs.77318 


platelet-activating factor acetylhydrolase, 
isoform 


6888 


TGTTAGATTTC 


1.0C 


0,68 


Hs.77254 


chromobox homolog 1 (Drosophila HP1 
beta) 


688S 


TGGAAGAAACT 


1.0C 


0.6£ 


Hs.37810 


ESTs 


689C 


GCCAGGTGGAA 


1.0C 


0,68 


Hs.29203 


Homo sapiens G protein beta subunit 
mRNA, partial cd 
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6891 


I I I I G I I I I I G 


1,00 


0,68 


Hs.183418 


cell division cycle 2-like 1 (PITSLRE 
proteins) 


6892 


TTAAGAGGGAC 


1,00 


0,68 


Hs.178137 


transducer of ERBB2, 1 


6893 


TTGGCAACATT 


1,00 


0,68 


HS.11463 


UMP-CMP kinase 


6894 


TCGAAGAACCG 


2,00 


1,36 


Hs.76294 


CD63 antigen (melanoma 1 antiqen) 


6895 


CAC1T11GGGC 


2,00 


1,37 


Hs.75080 


LIM and SH3 protein 1 


6896 


n rcrGCACTi 


1,00 


0,69 


Hs.270876 


ESTs, Weakly similar to ALU7 HUMAN 
ALU SUBFAMILY SQ 


6897 


CAGGGCGGGTT 


1,00 


0.69 


Hs.23978 


scaffold attachment factor B 


6898 


TAACCTGCTAT 


1,00 


0,69 


Hs.14541 


cullin 1 


6899 


TACCATCAATA 


41,00 


23,35 


Hs.1 69476 


glyceraldehyde-3-phosphate dehydro- 
genase 


6900 


ACTGAGGTGCC 


2,00 


1,38 


Hs.284159 


FIBP-1 protein 


6901 


GCCATATTATG 


1,00 


0,70 


Hs. 19280 


cysteine-rich repeat-containing protein 
S52 precurso 


6902 


Ai I I IAGAAI I 


1,00 


0,70 


Hs. 179662 


nucleosome assembly protein 1 -like 1 


6903 


TTCAAAAAAAA 


1,00 


0,70 


Hs.12677 


CGI-147 protein 


6904 


AGGAGCTGCTG 


4,00 


2,63 


Hs.90443 


NADH dehydrogenase (ubiquinone) Fe-S 
protein 8 (23kO 


6905 


GGGGGTCACCG 


4,00 


2.63 


Hs.80986 


ATP synthase, H+ transporting, mito- 
chondrial F0 comp 


6906 


CTGTTAGTGTG 


4,00| 2,65 


Hs.75375 


malate dehydrogenase 1 , NAD (soluble) 


6907 


CGCCGACGATG 


11,00 


6,80 


Hs.265827 


interferon, alpha-inducible protein (clone 
IFI-6-16) 


6908 


AAAAGGTTATG 


1.00 


0,71 


Hs.75283 


sorting nexin 1 


6909 


TAAACCTGTCT 


1,00 


0,71 


Hs.70333 


hypothetical protein 


6910 


GCTGTGCCTGG 


1,00 


0,71 


Hs.58247 


protease, serine. 4 (trypsin 4, brain) 


6911 


TGCCCACTCAT 


1.00 


0,71 


Hs.31130 


transmembrane 7 superfamily member 2 


6912 


CGGGATTCCTC 


1,00 


0.71 


Hs.1 18126 


protective protein for beta-galactosidase 
(galactosi 


6913 


TTGATGTACAG 


1.00 


0,71 


Hs.11482 


splicing factor, arginine/serine-rich 1 1 


6914 


TTTGGAAATCA 


1.00 


0.71 


Hs.1 10803 


CGI-99 protein 


6915 


II 1 IAI IGGAA 


1,00 


0,71 


Hs.1 06242 


cytochrome P450, subfamily IVF, poly- 
peptide 3 (leuko 


6916 


GGTAGCCTGGG 


3,00 


2,05 


Hs.1 08327 


damage-specific DNA binding protein 1 
(127kD) 


6917 


ATGCAGCCATA 


2.00 


1,40 


Hs.75212 


ornithine decarboxylase 1 


6918 


AATTTTATTTC 


2.00 


1,40 


Hs.2853 


poly(rC)-binding protein 1 


6919 


CTTAAGGATTC 


2,00 


1,40 


Hs.1 65998 


DKFZP564M2423 protein 


6920 


ACTGAGGAAAG 


3.00 


2,06 


Hs.77326 


insulin-like growth factor binding protein 
3 


6921 


TTTTCTGAAAA 


4.00 


2,70 


Hs.76136 


thioredoxirt 


6922 


GCTGCACCGGT 


1.00 


0.72 


Hs.70582 


ESTs. Moderately similar to AF144056 J 
apoptosis rel 


6923 


TACACGTGAGG 


2,00 


1,42 


Hs.1 1156 


hypothetical protein 


6924 


CTGGGCCTGGC 


4.00 


2.72 


Hs.74573 


similar to vaccinia virus Hindi II K4L ORF 


6925 


TTTGTAGATGG 


2.00 


1.43 


Hs.3069 


heat shock 70kD protein 9B (mortalin-2) 


6926 


GGGGGTTGGTT 


1,00 


0,72 


Hs.4779 


KIAA1150 protein 


6927 


TCCTGCAGCTG 


1,00 


0.72 


Hs.283111 


HCDI protein 


6928 


ATGTTAGGGAT 


1.00 


0,72 


Hs.1 69206 


vesicle-associated soluble NSF attach- 
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ment protein re 


6929 


GGGTCTGCGGG 


1.00 


0,72 


Hs.146219 


copine VII 


6930 


AACTTGATACG 


1.00 


0,72 


Hs.1 19597 


stearoyl-CoA desaturase (delta-9- 
desaturase) 


6931 


TGCATTAACTG 


1.00 


0,73 


Hs.7351 


cyclic AMP phosphoprotein, 19 kD 


6932 


TTAAACTCCAA 


1.00 


0,73 


Hs.273369 


uncharacterized hematopoietic 
stem/progenitor cells 


6933 


ACCTGCCGACA 


1.00 


0.73 


Hs.25664 


tumor suppressor deleted in oral cancer- 
related 1 


6934 


AAGGAGCTGGC 


1.00 


0.73 


Hs. 155 165 


zinc finger protein-like 1 


6935 


CAGGGTCCCCA 


1.00 


0,73 


Hs.144391 


hypothetical protein FLJ10647 


6936 


TCCGAGCCCCC 


1.00 


0,73 


Hs.12971 


thioredoxin reductase beta 


6937 


TTAGATAAGCA 


2.00 


1.47 


Hs.82916 


chaperonin containing TCP1, subunit 6A 
(zeta 1) 


6938 


GTTACAAACTA 


1.00 


0,74 


Hs.75248 


topoisomerase (DNA) II beta (180kD) 


6939 


TTGGGAGTGAG 


1,00 


0,74 


Hs.26285 


imidazoline receptor candidate 


6940 


CTGGTGATGGC 


1,00 


0,74 


Hs.242463 


keratin 8 


6941 


TACGTACTGCC 


1.00 


0,74 


Hs.23410 


translocase of inner mitochondrial mem- 
brane 13 (yeas 


6942 


GATGCCTCTGC 


1,00 


0,74 


Hs.145061 


ESTs, Weakly similar to TBP-associated 
factor [H.sap 


6943 


CTTCCAGCTAA 


11,00 


7.28 


Hs.217493 


annexin A2 


6944 


TTGTTGTTGAA 


6.00 


4,14 


Hs.1 82278 


calmodulin 2 (phosphorylase kinase, 
delta) 


6945 


ACTGCTTGCCC 


3 00 


2,18 


Hs.77502 


methionine adenosyltransf erase II, alpha 


6946 


GCTGGGGTGGG 


1,00 


0,75 


Hs.86131 


Fas (TNFRSF6)-associated via death 
domain 


6947 


GGCAGGCACAA 


1.00 


0,75 


Hs.75105 


emopamil-binding protein (sterol isom- 
erase) 


6948 


CAGCCAAATAA 


1.00 


0,75 


Hs.65709 


F-box protein FBG2 


6949 


AATAGCTCAGG 


1.00 


0,75 


Hs.4990 


KIAA1089 protein 


6950 


AAGAAGCAAGA 


1.00 


0,75 


Hs.2953 


ribosomal protein S15a 


6951 


TGTTGTGCGCG 


1.00 


0.75 


Hs.1 1364 


potassium inwardly-rectifying chan- 
nel,subfamily J, m 


6952 


CCTGTCCTTTC 


1,00 


0.76 


Hs.5300 


bladder cancer associated protein 


6953 


CCTATGTAAGG 


1,00 


0,76 


Hs. 146381 


RNA binding motif protein, X chromo- 
some 


6954 


CTGGGCGTGTC 


5.00 


3.58 


Hs.161554 


hypothetical protein FLJ201 59 


6955 


TTTCCAATCTC 


1.00 


0.77 


Hs.73793 


vascular endothelial growth factor 


6956 


CTACCAGCACC 


1.00 


0.77 


Hs.1 64256 


hypothetical protein FLJ20657 


U3J f 


RGGCTGGGCCC 


2.00 


1 54 


Hs.100071 


6-phosphogluconolactonase 


6958 


AAAAAGCAGAT 


3.00 


2.26 


Hs.75428 


superoxide dismutase 1, soluble (amyo- 
trophic lateral 


6959 


1 1 1 IACAGTAC 


1.00 


0.78 


Hs.86347 


hypothetical protein 


6960 


CTGTGTAAGCT 


1.00 


0.78 


Hs.79137 


protein-L-isoaspartate (D-aspartate) O- 
methyltransfe 


6961 


CGGCGCTCCCT 


1,00 


0.78 


Hs.29285 


ZYG homolog 


6962 


GCATCTGTTTA 


1,00 


0.78 


Hs.250175 


hypothetical protein dJ483K16.1 


6963 


CTCTGCTCGGC 


1.00 


0.78 


Hs.241531 


peflin 


6964 


TAGGTTCGTGT 


1.00 


0.78 


Hs.1 59604 


cysteinyl-tRNA synthetase 
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6965 


TGAAGTAACAA 


3,00 


2,28 


Hs. 150580 


putative translation initiation factor 


6966 


GGGGAAATCGC 


24,00 


16.17 


Hs.76293 


thymosin, beta 10 


6967 


TTGCTAGAGGG 


2,00 


1,56 


Hs.172791 


ubiquitously-expressed transcript 


6968 


CAGACGCTCCG 


1,00 


0,79 


Hs.83006 


CGI-139 protein 


6969 


TGGTGCAGCAT 


1,00 


0,79 


Hs.71787 


30S ribosomal protein S7 homolog 


6970 


TCTGCAAATTA 


1,00 


0.79 


Hs.274398 


Homo sapiens cDNA FLJ 10433 fis. clone 
NT2RP 1000478, 


6971 


TGAATGGCCTA 


1.00 


0.79 


Hs.20597 


host cell factor homolog 


6972 


GAAATGATGAG 


5,00 


3.70 


Ms. 80686 


prefoldin 5 


6973 


CGCCGCGGTGG 


8,00 


5.74 


Hs.4835 


eukaryotic translation initiation factor 3, 
subunit 


6974 


TTGTAAAAGGA 


2,00 


1.58 


Hs. 106357 


valosin-containing protein 


6975 


AGCAGGGCTCC 


5,00 


3,73 


Hs. 100623 


phospholipase C, beta 3, neighbor pseu- 
dogene 


6976 


TG AGCCTCG TG 


2,00 


1.59 


Hs.254105 


enolase 1, (alpha) 


6977 


GAAATACAGTG 


1.00 


0,80 


Hs.67201 


5'(3')-deoxyribonucleotidase 


6978 


GAKAATH 1 IG 


1.00 


0.80 


Hs.6468 


HSPC142 protein 


6979 


GGCGCCAAAAA 


1.00 


0.80 


Hs.11 9324 


kinesin-like 4 


6980 


CCAATAAAGTG 


1,00 


0.80 


Hs. 101 850 


retinol-binding protein 1 . cellular 


6981 


ATCTTTCTGGC 


4.00 


3,05 


Hs.75103 


tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase 


6982 


GCTGCGGTCCT 


1.00 


0.81 


Hs.795 


H2A histone family, member O 


6983 


CAATTACCTGC 


1.00 


0,81 


Hs.284263 


Homo sapiens clone H63 unknown 
mRNA 


6984 


CACGAAGATGC 


1.00 


0.81 


Hs.10247 


activated leucocyte cell adhesion mole- 
cule 


6985 


AGAACAAAACC 


6,00 


4,53 


Hs. 180909 


peroxiredoxin 1 


6986 


GGTGCCCAGTT 


2,00 


1,62 


Hs.75607 


myristoylated alanine-rich protein kinase 
C substrat 


6987 


GAGAGTGTCTG 


3,00 


2,38 


Hs.5831 


tissue inhibitor of mefalloproteinase 1 
(erythroid p 


6988 


GCACAAGAAGA 


9,00 


6,65 


Hs.81634 


ATP synthase, H+ transporting, mito- 
chondrial F0 comp 


6989 


1 1 1 IAICIGGI 


1,00 


0,82 


Hs.64239 


Human DMA sequence from clone RP5- 
1174N9 on chromoso 


6990 


TGTTTGGGGGC 


1,00 


0,82 


Hs.61478 


ESTs 


6991 


ACTGTCTCCAG 


1,00 


0,82 


Hs.16611 


tumor protein D52-like 1 


6992 


ATGGCCAGAAA 


1,00 


0,82 


Hs.141011 


calmodulin 3 (phosphorylase kinase, 
delta) 


6993 


lArmriGi ia 


1,00 


0,82 


Hs. 13046 


thioredoxin reductase 1 


6994 


GGGGAGCTCGG 


1,00 


0.82 


Hs.1 17582 


CGI-43 protein 


6995 


ACTGCCCCAAC 


1,00 


0,82 


Hs.1 03147 


ESTs, Weakly similar to similar to 
SP:YR40_BACSU [C. 


6996 


TG AATCTG GGT 


2,00 


1,63 


Hs.145279 


SET translocation (myeloid leukemia- 
associated) 


6997 


ACCTCTCTAAA 


1,00 


0,83 


Hs.94392 


LDL induced EC protein 


6998 


GAGAGCTACAT 


1,00 


0,83 


Hs.1 6991 9 


electron-transfer-flavoprotein, alpha 
polypeptide (g 


6999 


AGGTAAAAGAG 


1,00 


0,83 


Hs.1 03042 


microtubule-associated protein 1B 


7000 


GTGCTGCGTGA | 2,00 


1,64 


Hs.4209 


ribosomal protein, mitochondrial, 12 
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7001 


GGGATGGCAGC 


2,00 


1,64 


Hs. 159637 


valyl-tRNA synthetase 2 


7002 


CCAAAAAAAAA 


2,00 


1,64 


Hs. 132071 


hypothetical protein FLJ20455 


7003 


GCCCCAGGTAG 


1,00 


0,84 


Hs.78466 


proteasome (prosome. macropain) 26S 
subunit, non-ATP 


7004 


AAACCTGGGAA 


1,00 


0,84 


Hs.63788 


propionyl Coenzyme A carboxylase, beta 
polypeptide 


7005 


GGGGGAGGGM 


1.00 


0,84 


Hs. 108530 


hypothetical protein FLJ 10856 


7006 


TGTAAGTCTGC 


2,00 


1,66 


Hs. 11 9537 


GAP-associated tyrosine phosphoprotein 
p62 (Sam68) 


7007 


ACGTGGTGATG 


2,00 


1,67 


Hs.279945 


HSPC023 protein 


7008 


CAGGACAGTTT 


1,00 


0,84 


Hs. 78305 


RAB2, member RAS oncogene family 


7009 


ACCGTATTCCA 


1,00 


0,84 


Hs. 198281 


pyruvate kinase, muscle 


7010 


GCCGATCCTCG 


2,00 


1.69 


Hs. 24930 


tubulin-specific chaperone a 


7011 


TTGTCTGCCTT 


3,00 


2,48 


Hs.7788 


Homo sapiens BAC clone CTB-122E10 
from 7q11.23-q21.1 


7012 


GAGAGTGTACT 


1,00 


0,85 


Hs.20716 


translocase of inner mitochondrial mem- 
brane 17 (yeas 


7013 


GGGGGAATTTT 


1.00 


0.85 


Hs.1 29548 


heterogeneous nuclear ribonucleoprotein 
K 


7014 


Al 1 1 1 IGGIGG 


1.00 


0,85 


Hs.110 


putative L-type neutral amino acid trans- 
porter 


7015 


ATCCGGCGCCA 


4.00 


3,26 


Hs. 172772 


transcription elongation factor B (Sill), 
polypeptid 


7016 


TCTGTCAAGAC 


3,00 


2,49 


Hs.76572 


ATP synthase, H+ transporting, mito- 
chondrial F1 comp 


7017 


CGGACTCACTG 


3.00 


2.51 


Hs.84700 


similar to phosphatidylcholine transfer 
protein 2 


7018 


AAACC CC AATA 


2.00 


1.72 


Hs.285501 


Human rearranged immunoglobulin 
lambda light chain m 


7019 


TCAACTTCTGG 


1.00 


0,86 


Hs.7594 


solute carrier family 2 (facilitated glucose 
transpo 


7020 


GACCAGCCCAT 


1.00 


0,86 


Hs.75799 


protease, serine, 8 (prostasin) 


7021 


AGCAAGCCCCC 


1.00 


0,86 


Hs.65588 


DAZ associated protein 1 


7022 


TTGTCGATGGG 


1.00 


0,86 


Hs.55505 


hypothetical protein FLJ20442 


7023 


TACAGCACGGA 


1.00 


0,86 


Hs.111811 


microsomal glutathione S-transferase 3 


7024 


GAAACCGAGGG 


4.00 


3.30 


Hs.279813 


hypothetical protein 


7025 


GTGTTAACCAG 


15.00 


11.62 


Hs.74267 


ribosomal protein L1 5 


7026 


GTTGGTCTGTA 


2,00 


1.74 


Hs. 108258 


actin binding protein; macrophin (micro- 
filament and 


7027 


TCTTTCCCCAA 


1.00 


0.87 


Hs.268557 


pleckstrin homology-like domain, family 
A, member 3 


7028 


GTCTTTCTTGG 


3.00 


2.57 


Hs. 151 536 


RAB13, member RAS oncogene family 


7029 


CTCAGACAGTG 


3.00 


2.57 


Hs. 108957 


40S ribosomal protein S27 isoform 


7030 


GAACACATCCA 


16.00 


12,51 


Hs.75879 


ribosomal protein L19 


7031 


GGGI 1 1 1 1 ATT 


4.00 


3.37 


Hs.74497 


nuclease sensitive element binding 
protein 1 


7032 


AGAACCTTTGC 


1,00 


0,88 


Hs.74649 


cytochrome c oxidase subunit Vic 


7033 


GCCTGA 1 1 1 1 1 


1,00 


0,88 


Hs.278721 


HLA class II region expressed gene KE4 


7034 


GAGAGGTTGAT 


1,00 


0,88 


Hs. 194709 


paraneoplastic antigen MA1 


7035 


TGTAGTTTGAG 


4,00 


3,38 


Hs. 182643 


transcription elongation factor B (SHI), 
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polypeptid 


7036 


AAGGAGATGGG 


23,00 


17.88 


Hs.184014 


ribosomal protein L31 


7037 


AACGCTGCCTG 


2,00 


1.77 


Hs.28914 


adenine phcsphoribosyltransferase 


7038 


CAGCCTCCCTG 


1,00 


0.89 


Hs.75593 


uroporphyrinogen III synthase (congeni- 
tal erythropoi 


7039 


TTAATAGTGGG 


1,00 


0.89 


Hs. 18271 


Homo sapiens mRNA; cDNA 
DKFZp434P1217 (from clone DK 


7040 


TGGCCCCACCC 


12,00 


9.68 


Hs. 198281 


pyruvate kinase, muscle 


7041 


TGAAATAAAAC 


9,00 


7.37 


Hs. 173205 


nucleophosmin (nucleolar phosphopro- 
tein B23, numatri 


7042 


TCCCTGGCTGT 


1,00 


0,90 


Hs.78575 


prosaposin (variant Gaucher disease and 
variant meta 


7043 


TATACCAATCA 


1,00 


0,90 


Hs.75866 


dimethylarginine dimethylaminohydrola- 
se 1 


7044 


CAGATAACATA 


1,00 


0,90 


Hs.75187 


translocase of outer mitochondrial mem- 
brane 20 (yeas 


7045 


TGGATCCTCGT 


1,00 


0,90 


Hs.5268 


hypothetical protein FU 10479 


7046 


CCTATCAGTAA 


1,00 


0,90 


Hs. 183752 


microseminoprotein, beta- 


7047 


AGGTCAGAGGG 


1,00 


0,90 


Hs.181165 


eukaryotic translation elongation factor 1 
alpha 1 


7048 


CCTGCCCCTTC 


1,00 


0,90 


Hs. 173255 


small nuclear ribonucleoprotein polypep- 
tide A 


7049 


GGTACTCGATG 


1,00 


0,90 


Hs.121576 


aspartate beta-hydroxylase 


7050 


TTTGGAATGTT | 2,00 


1.80 


Hs.78825 


matrin 3 


7051 


CTGGATCTGGG | 2,00 


1,80 


Hs.75658 


phosphorylase, glycogen; brain 


7052 


GTGCCATATTT 


2,00 


1,80 


Hs.5337 


isocitrate dehydrogenase 2 (NADP+). 
mitochondrial 


7053 


TACATCCGAAT 


2,00 


1,80 


Hs.21321 


Homo sapiens mRNA; cDNA 
DKFZp564E1363 (from clone DK 


7054 


GAAGTTATGAA 


3,00 


2,66 


Hs.4112 


t-complex 1 


7055 


TTTATTTCTAC 


1,00 


0,91 


Hs.85963 


CD36 antigen (collagen type 1 receptor, 
thrombospond 


7056 


TCAACGGTGTG 


1.00 


0.91 


Hs.279886 


novel centrosomal protein RanBPM 


7057 


CCTCTTCAGGC 


1.00 


0,91 


Hs.1 73205 


nucleophosmin (nucleolar phosphopro- 
fein B23, numatri 


7058 


TCAGTTCTTGA 


1.00 


0,91 


Hs. 103804 


heterogeneous nuclear ribonucleoprotein 
U (scaffold 


7059 


CCTTTCCTTTA 


3,00 


2,67 


Hs.74576 


GDP dissociation inhibitor 1 


7060 


ACCGCCGTGGT 


4.00 


3.52 


Hs.68877 


cytochrome b-245, alpha polypeptide 


7061 


GTAAAAGTTCT 


1,00 


0,92 


Hs.75337 


nucleolar phosphoprotein p130 


7062 


GTTTCAGGTAA 


1.00 


0.92 


Hs.1526 


ATPase, Ca++ transporting, cardiac 
muscle, slow twit 


7063 


TTCCAGACCTT 


3,00 


2,71 


Hs.75722 


ribophorin II 


7064 


TTATGGGATCT 


13,00 


10,88 


Hs.5662 


guanine nucleotide binding protein (G 
protein), beta 


7065 


GTGGGGGGAGG 


1.00 


0,93 


Hs.205736 


HLA class II region expressed gene KE2 


7066 


IAAI I I IGGAI 


1,00 


0,93 


Hs.1 17582 


CGI-43 protein 


7067 


GGGCAGATGCC 


1,00 


0.93 


Hs. 105894 


Homo sapiens mRNA; cDNA 
DKFZp434G231 (from clone DKF 


7068 


GTTCTCCCACT 


3.00 


2.73 


Hs.1 4038 


sec61 homolog 
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7069. 


AAGCCAGCCCC 


3,00 


2,74 


Hs.1432 


protein kinase C substrate 80K-H 


7070 


GGCCCUAI I I I 


1.00 


0,94 


Hs.88778 


carbonyl reductase 1 


7071 


TAAIAI I 1 1 IA 


1.00 


0,94 


Hs.182485 


actinin, alpha 4 


7072 


GCGGGTGTGGA 


1.00 


0,95 


Hs.78935 


methionine aminopeptidase; elF-2- 
associated p67 


7073 


CCCAGATGATA 


1.00 


0.95 


Hs.7854 


zinc/iron regulated transporter-like 


7074 


GGTTTGATTAC 


1.00 


0.95 


Hs.69559 


KIAA1096 protein 


7075 


TAATTACTCTT 


1.00 


0,95 


Hs.44163 


13kDa differentiation-associated protein 


7076 


TGTACTACTTA 


1.00 


0,95 


Hs.286114 


Homo sapiens cDNA FLJ10301 fis, clone 
NT2RM2000032 


7077 


AGGATGACCCC 


1,00 


0,95 


Hs.25334 


HSPC113 protein 


7078 


CTCTGTGTGGA 


1,00 


0,95 


Hs.234279 


microtubule-associated protein, RP/EB 
family, member 


7079 


CTCTTATCACC 


1,00 


0,95 


Hs. 100043 


ESTs, Weakly similar to PSF HUMAN 
PTB-ASSOCIATED SPL 


7080 


ATAGACATAAA 


2,00 


1,90 


Hs.78614 


complement component 1 , q subcompo- 
nent binding prote 


7081 


1 1 1 ICIGCTGG 


2.00 


1.90 


Hs.204041 


chromosome 14 open reading frame 3 


7082 


GTCTCACGTGG 


1,00 


0,96 


Hs.46975 


Homo sapiens cDNA FLJ20187 fis, clone 
COLF0433 


7083 


CACACAATGTG 


1,00 


0,96 


Hs.1 17582 


CGI-43 protein 


7084 


GATTGGGGATT 


1,00 


0,96 


Hs. 103834 


ESTs, Weakly similar to unnamed pro- 
tein product [H.s 


7085 


GCCCCTCCGGC 


5,00 


4.56 


Hs.180859 


16.7Kd protein 


7086 


AAAAAACTCCA 


1.00 


0,97 


Hs.82193 


esterase D/formylglutathione hydrolase 


7087 


CTCTTCAGGAG 


1,00 


0,97 


Hs.30954 


phosphomevalonate kinase 


7088 


CAGAAGAGGCT 


1,00 


0,97 


Hs.1 53910 


DiGeorge syndrome critical region gene 
6 


7089 


GGAACGGATGT 


2,00 


1,93 


Hs.58589 


glycogenin 2 


7090 


GAGTGGGGGCT 


2,00 


1.93 


Hs.14089 


quiescent cell proline dipeptidase 


7091 


GAATCGGTTAT 


3,00 


2,84 


Hs. 80595 


NADH dehydrogenase (ubiquinone) Fe-S 
protein 5 (15kD 


7092 


AATATGCTTTA 


1,00 


0,98 


Hs.77805 


ATPase, H+ transporting, lysosomal 
(vacuolar proton 


7093 


GTGTCTCGCAG 


1,00 


0,98 


Hs.75510 


annexin A11 


7094 


CTTAAATATCA 


1,00 


0.98 


Hs.184011 


pyrophosphatase (inorganic) 


7095 


GTGGAGCGGAG 


1,00 


0.99 


Hs.281616 


KIAA0890 protein 


7096 


ACAAACTGTGG 


3,00 


2.89 


Hs.90370 


actin related protein 2/3 complex, subunit 
1A(41 kD 


7097 


TAI 1 1 1 G 1 GAG 


2,00 


1,97 


Hs.75607 


myristoylated alanine-rich protein kinase 
Csubstrat 


7098 


TGCATCTGGTG 


5,00 


4,72 


Hs.75410 


heat shock 70kD protein 5 (glucose- 
requlated protein 


7099 


GTGGCTGCTGT 


1,00 


1.00 


Hs.41182 


ESTs 


7100 


G AAAG AG CTGA 


1,00 


1.00 


Hs.1 47097 


H2A histone family, member X 


7101 


GAGTCAGCATT 


1.00 


1.00 


Hs. 103804 


heterogeneous nuclear ribonucleoprotein 
U (scaffold 


7102 


ATTGGCTTAAA 


2,00 


2.00 


Hs.75323 


prohibitin 


7103 


1 1 IGI 1 1 1 IGA 


1,00 


1,01 


Hs.1 70088 


ESTs, Moderately similar to unnamed 
protein product 
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7 1 r\A 
( J U** 




1 nn 
1 ,uu 


1 m 
1,1)1 


nS.14o.3DU 


interferon induced transmembrane pro- 

tain 1 fG 07\ 




ACZClCdAGATCA 


4 00 


w,o / 




proieasome ^prosome, macropain) sub- 
unit, alpha type, 


7106 

f 1 WW 


GGATTGTCTGG 


2,00 


2,01 


Hs 83753 

1 tw.wWF WW 


small nurlpjir rihnnurlpnnrnt^ain nniwn^n. 
tides B and B 


7107 


GGCGCCTCCTT 


2,00 


2,02 


Hs 77290 


transaldnlasp 1 


7108 


AAAATGTACTG 


too 


1,02 


Hs.24763 


RAN binding protein 1 


71 HQ 

/ 1 WW 


TAPTfVlY^ATf; 

1 nv 1 w 1 wwn 1 \w 


1 on 

1 ,ww 


1 n? 


na.t I wO i 


proiein pnospnaiase i , caiaiytic suounit, 
beta isofo 


71 in 

/ 1 1 w 


ATGfiTTAAAGG 

fy 1 WW 1 1 rVnnvv 


1 00 


1 02 


He 142fi1^ 


nUlllU bcipiCflb wUINJM rLJ IU&01 TlS, ClOne 

I lUIVlUD 1 WW 1 


71 1 1 


CCAGCGTGGAA 

^^^srA*W\WVJ 1 VJ*V% 


1 00 

i ,ww 


1 02 


Hs 129010 

l lw. I ^ww l \J 


tola, niyiHy oinilldl IU r\ll>3l>3 nUIViAiM 

NEURONAL KINESIN 


7112 


TTGG ACCTG GG 


5,00 


4 85 

™ | WW 


Hs 89761 

1 • W « W W f W 1 


ATP svnthase H+ transoortinn mitn- 

r\ i i wji ill loOv , ii» nai igput ill iu, 1 1 lllw 

chondrial F1 como 


7113 

* 1 1 W 


TTGGACTGAGC 


2,00 


2 04 

^ , Wi 


Hs 6518 

1 lv .WW 1 W 


oanalinside exDressinn fartnr 0 


7114 


TGCCTTACTTT 


1,00 


1,03 


Hs 80019 

1 IW>WWW 1 w 


oroa rammed cell death 6 


7115 


TTAGCAGTTGG 


1,00 


1.03 


Hs.268555 


S'-^ exoribonuclease 2 


711ft 
/ 1 10 




o nn 


o n* 


He R9n^n 


irypiopnanyi-iRiMM syntneiase 


71 1 7 


LLllL 1 wo 1 bw 


1 no 




nS.ojujO 


aarenergic, oeia, receptor Kinase l 


71 1 Q 

/lie 


TArTPTTAArA 
1 n\3 1 U 1 1 nMUA 


1 nn 


1 CiA 


He 7^1 T? 
MS. / D 1 Of 


fc^lA A^*3 OtO nana r\r-/N^J* 

rxiAAUioo gene proouct 


71 1 Q 

my 




o nn 


o n7 


He 


r\i/sMw<£**o proxein 


7120 


TGAG AG GGTGT 


2,00 


2,07 


Hs.74405 


tyrosine 3-monooxygenase/tryptophan 5- 

1 1 iwi iwwa y y ci 100c 


7121 


CCTTGGTGCCG 


1,00 


1,05 


Hs 8375 


TNF recentor-associated factor 4 


7122 


ATTGTGAGGCC 


1,00 


1,05 


Hs.281434 


sialyltransferase 


/ 1 <£w 


f5 A A ATPTn TT 

OAaO/V^ 1 wl OUII 


1 nn 


1 ns 

I , ww 


He 2^QRn 


rvrlin R1 


71 OA 




1 nn 

I ,wU 


1 n^ 

1 ,Uw 


He 1*39ftQft 
rid. Iw£090 


Uclld-w UcoalUIdoe, uclla*w laUy aClQ 

□esaiurase 


/ I do 


AO 1 UL/L> 1 1 1 


1 nn 
1 ,UU 


1 nft 


nS./OdioU 


riDosomai protein oiu 


~7A Off 

7126 


TATCGTTGCCT 


1,00 


1,06 


Hs.3887 


proteasome (prosome, macropain) 26S 
subunit, non-ATP 


7<4 07 


I wU I AO 1 bo J A 


1 nn 
1,UU 


i ,Ub 




surfeit 1 


7128 


ATTCTTCGGAC 


1,00 


1,06 


Hs.226372 


DKF2P434J154 protein 


71 OQ 


TArrA^PAPAH 


1 nn 


1 nft 


He 1 1QQHQ 


nucleolar protein rMOr'o/NvjKoo 


71 ^n 


A A C T AC AT AG (5 


1 nn 


1 n7 


H<% Q^97 




7131 


TAACTGGAGGA 


1,00 


1,07 


Hs.82906 


CDC20 (cell division cycle 20, S. cerevi- 

OlaC?, IIUIHUIw 


7132 


CCTGAACTGGC 


1,00 


1.07 


Hs.74441 


chromodomain helicase ONA binding 


7133 


CCGTAGTGCCT 


1,00 


1.07 


Hs.6891 


splicing factor, arginine/serine-rich 6 


7134 


AACTGCGGCAG 


1,00 


1,07 


Hs. 63908 


Homo sapiens HSPC316 mRNA, partial 
cds 


7 1 OC 


Ibl 1 0 1 UUA 1 1 


1 nn 
1,UU 


1 n7 
1.0/ 


Ue 1 OOOCC 


non-nistone enromosome protein d (o. 
cerevisiaeHik 


7136 


IGI 1 1 1 IAIGI 


1,00 


1,08 


Hs.3192 


6-pyruvoyl-tetrahydropterin syn- 
thase/dimerization co 


7137 


CCTCCTCTGAC 


1,00 


1,08 


Hs.28505 


ubiquitin-conjugating enzyme E2H (ho- 
mologous to yeas 
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7138 


XAAATGCTGG 


1,00 


1,08 i 


Hs. 178485 


ESTs 


7139 


XGGCCCCTCC 


1,00 


1,08 \ 


Hs. 155524 


)eanut (Drosophila)-like 2 


7140 ( 


^AAGTTAGTGG 


1.00 


1,08 f 


Hs. 117582 


"GI-43 protein 


7141 < 


3GGGGCGCCTT 


1,00 


1,09 \ 


Hs. 164280 s 
< 


jolute carrier family 25 (mitochondrial 
carrier; ade 


7142 > 


MATAGGTCGT 


1,00 


1.10 I 


Hs.84981 ) 
l 


<-ray repair complementing defective 
epair in Chine 


7143 < 


DTGCCTTCTTG 


1,00 


1,101 


Hs.79081 


xotein phosphatase 1, catalytic subunit, 
gamma isof 


7144 


DGTACTGAGCG 


1,00 


1,101 


Hs. 180610 


splicing factor proline/glutamine rich 
(polypyrimidi 


7145 < 


GACCCCTGTCA 


1,00 


1.11 


s.6445 


Homo sapiens (clone s153) mRNA frag- 
ment 


7146 


GCTTGTTCTCT 


1,00 


1,11 


HS.2699 


qlypican 1 


7147 


CTGCAGACCCA 


1,00 


1.11 


Hs.196176 


enoyl Coenzyme A hydratase 1 , peroxi- 
somal 


7148 


CTGTGCATTTJ 


2,00 


2,21 


Hs. 172207 


non-POU-domain-containing, octamer- 
binding 


7149 


AGTTTCCCAAT 


3,00 


3,27 


Hs.75854 


sulfotransferase family, cytosolic, 1C, 
member 2 


7150 


GGGTGCTTGGT 


1,00 


1.12 


Hs.6551 


ATPase, H+ transporting, lysosomal 
(vacuolar proton 


7151 
7152 


AGCTGTGTAAA 
CAAGATAAATT 


1,00 
1,00 


1.12 
1.12 


Hs.279923 

Hs. 177 556 
Hs.173714 


putative nucleotide binding protein, 
estradiol-induc 

melanoma antigen, family D, 1 
MORF-related gene X 


7153 
7154 
7155 


ATAGAGGCAAT 
TGGTGACAGTT 
CAGCTCATCTA 


2,00 
2,00 


2,22 
2,23 


Hs.9242 
uc 285634 


purine-rich element binding protein B 
Homo sapiens HSPC222 mRNA, com- 
plete cds 


7156 


GGGGTCTGGGC 


1,00 


1.13 


Hs.33026 


Human DNA sequence from clone RP3- 
402G11 on chromoso 


7157 


ACTGCGAGGAC 


1,00 


1.13 


Hs. 110477 
Hs.78103 


dolichyl-phosphate mannosyltransferase 
polypeptide 3 

nucleosome assembly protein 1 -like 4 


7158 
7159 

7160 


ACGCAGGCGCC 
GACTAAGAAAT 

TGGGCTTGCCT 


1,00 
1.00 

1.UU 


1,14 
1,14 


Hs.66713 

He 


hepatitis delta antigen-interacting protein 
A 

ESTs 


7161 
7162 


CGCGCCCGGCC 
GTGAAGCTGAT 


1.00 
1,00 


1,14 
1,14 


Hs.248267 
Hs.106671 


thiosulfate sulfurtransferase (rhodanese) 
cleft lip and palate associated trans- 
membrane protei 


7162 


\ TGAAACTCATC 


2.0C 

o nr 


2.27 


Hs.85844 
Hs 18037C 


neurotrophic tyrosine kinase, receptor, 
tvDe 1 

) cofilin 1 (non-muscle) 


7164 
7165 


1 CTGCCAACl 
> TAGGATGGGGT 


1,0C 


1.1S 


1 19. 1 WW f t< 

Hs.76941 


ATPase, Na+/K+ transporting, beta 3 
polypeptide 

stromal cell derived factor receptor 1 


716€ 
716/ 


5 TACTTGTGTGT 
r TCAGCTTCACC 


1.0C 
1.0C 


1.1S 
1.1£ 


> Hs.6354 
5 Hs.28707 

Hs.14635^ 


signal sequence receptor, gamma (trans- 
locon-associat 


716J 
7165 


i CCTCCACCTAG 
3 CGGTTACTGTG 


5.0C 
3,0 


5,4£ 
3,35 


Hs.49767 


I peroxiredoxin 2 
NADH dehydrogenase (ubiquinone) Fe-S 
Drotein6 (13kD 
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7170 


GAGCCTTGGTG 


2,00 


2,31 


Hs. 183994 


protein phosphatase 1, catalytic subunit, 

alnKa Jcof 
alpi la loUl 


7171 


GGAGCTCTGTG 


3,00 


3,42 


Hs.227750 


NADH dehydrogenase (ubiquinone) 1 

Hofo ei i hprtrrt r\l^w A 
UCtd oUUUUl IipiCA, 


7172 


GGIHGTGTGT 

III 1 W 1 1 


1 00 


1 17 




nypoineijcai proiein 


7173 


CGATATTCCCC 


1 00 


1 17 
1,1/ 


Hq ^7R1fi 
ns.o/ o i o 


numan uy spnce variant B mRNA, com- 
plete cds 


7174 


GGAAGTTCAAA 


1 00 


1 17 




co i s, weaKiy similar 10 Arlai Uo7 1 
HSPC233 fH sanipn 


7175 


AATGGAATGGA 


1,00 


1 17 


Hs 11365 


ESTs 


7176 


TCTGCCTGGGG 


2,00 


2,34 


Hs.24379 


MUM2 orotein 


7177 


AGATCCTACTT 


1,00 


1,18 


Hs.48876 


fa me S Vl-d i Dh OSnh a te farnpcvltrancforaco 
1 


7178 


GGAATCCAATC 


1,00 


1 18 


Hs 252587 


Dlfuitarv tumor-tran^fnrminn 1 


7179 


CTTGCCTGAAG 


1,00 


1,20 


Hs.193163 


bridging integrator 1 


7180 

f 1 WW 


GCCTGGCCATC 


2 00 


2 39 


Hs 6304? 


DKF7n^fi^ 1157 nrrrtoin 
ur\r<L.\j>j\j a 4j i or pruicin 


7181 

/ 1 w 1 


TCCTGCTGCCG 


2,00 


0 40 


Hs 23QS00 


(/|A AH97^ no no nrnHi 


7182 


CACCTTCCAGC 


1.00 


1,21 


Hs.279869 


melanoma-associated antigen recog- 

MldCU Uy wylUlUAiC 


71M 


TCCAATACTGC 


1.00 


1 00 


nS.O*} 1 3J 


□ynamiun (aynactin complex 50 WD 
suDunii; 


7184 


CAGCTGTAGTT 1,00 


1,22 


Hs.75824 


KIAA0174 gene product 


f too 


AGAATATCAGT 


1,00 


j t ^<£ 


nS.oloUi? 


cbis, Weakly similar to N-WASP 
[H.sapiens] 




TCCTAGTAGGA 


1.00 


4 OO 




reiicuion o 


7187 


ACCAAGCTGGG 


1,00 


1,22 


Hs.239307 


tyrosyl-tRNA synthetase 


71flfl 
/ I OO 


AAGAATTTGAA 


1,00 


1 OO 




naum dehydrogenase (ubiquinone) 1 
beta subcomplex, 1 


71 ftQ 


GCCCCGAGCCC 


1,00 


4 OO 


nS.i / om<c 


DNA segment, single copy probe LNS- 
CAI/LNS-CAII (del 




AAGGAAGATCC 


1,00 


■4 oo 


LJe "I 1 /CC 

nS.i 14bD 


glutathione-S-transferase like; glu- 
tathione transfer 


71Q1 


CAGTTTGTACA 


1,00 


4 OO 


nS.1U23 


pyruvate dehydrogenase (lipoamide) 
aipna i 


719? 


CGTGTTAATGG 


3,00 


^ fin 


Me 91 m 


zinc linger protein y (a cellular retroviral 

nUwlClC 


7193 


GCGGTTGTGGC 


1,00 


1,23 


Hs.79356 


Lysosomal-associated multispanning 
iiiwinur 3ri& proiein- 


7194 


AAAGTTCTCAG 


1,00 


1 23 


Hs 2R4943 


icudspan i>sc i -o proxein 


7195 


ATACAGAATAA 


1,00 


1,23 


Hs.169228 


delta-like homolog (Drosophila) 


71Qfi 


ACCTTTACTGT 


1,00 


1 OA 


Hs 77^5fi 


uansiernn receptor (pyu, LUn J 


7197 


TGGGCCTGGCT 


1,00 


1,24 


Hs.6351 


cleavage and polyadenylation specific 
lacior ^, ouku 


7198 


CATAAAGTTTA 


1,00 


1,24 


Hs.3642 


DKF2P564B163 protein 


71QQ 


TGTCCTGGTTC 


2,00 


0 47 


Me 17Q£R£ 


cyciin-uepenoent Kinase inniDitor ia 


7200 


CGGTTTGCATC 


1,00 


1,25 


Hs.31547 


NADH dehydrogenase (ubiquinone) 1 
alpha subcomplex. 


7201 


TTCTGTGTCAC 


1,00 


1,25 


Hs.1 11024 


solute carrier family 25 (mitochondrial 
carrier; cit 


7202 


AAGTTCTGCGG | 1,00 


1,26 


Hs.79411 


replication protein A2 (32kD) 
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/ iUw 


TGCTCCTACCC 


2,00 


2,50 


Hs.111732 


r c fragment of IgG binding protein 


f tU*t 


nTTGCTGCCCT 


1,00 


1,27 


Hs.9234 


seven transmembrane domain protein 


/ ZUO i 


AnGGTTGGAAG 


1,00 


1,27 


Hs.15106 


chromosome 14 open reading frame 1 


/ ^UD J 




1 00 

1 , w w 


1 27 


Hs. 109752 


mutative c-Myc-responsive 


70H7 ' 


TTTTGTACAG 

1111 VJ 1 nvnW 


2,00 


2.52 


Hs.78040 


KDEL (Lys-Asp-Glu-Leu) endoplasmic 
reticulum protein 




TTTPAGAGAGA 


4,00 


4,92 


Hs.75975 


signal recognition particle 9kD 


7209 


GTTAACGTCCC 


5,00 


6,11 


Hs.178391 


ribosomal protein L44 


701 n 


rT^ATGGCAGA 


1,00 


1,28 


Hs.75874 


pregnancy-associated plasma protein A 


701 1 


r P TTTG GCT AG 


1 00 

1 t ww 


1,28 

• |^W 


Hs. 108957 


40S ribosomal protein S27 isoform 




T A ACVmCl A ATA 


2 00 

A. , w w 


2 55 

£>, WW 


Hs.75103 


yrosine 3-monooxygenase/tryptophan 5- 
monooxygenase 


791 ^ 


GTGflTGGAGAA 


3 00 

W, WW 


3.79 

W| • w 


Hs.53125 


small nuclear ribonucleoprotein D2 poly- 
peptide (16.5 


( £ l*t 


TAA(^f5AGnTGA 


13,00 


15,71 


Hs.77904 


ribosomal protein S26 


7215 


CACCCCTGATG 


7,00 


8,65 


Hs.1 73724 


creatine kinase, brain 


ID 




1 00 

1 ,ww 


1 31 

1 , W 1 


Hs.7957 


adenosine deaminase, RNA-specific 




ArTArrTTPAP. 


1 00 

1 , WW 


1 31 

* » w 1 


Hs 279529 


px19-like protein 


7218 




1 00 

1 ,ww 


1 31 

1 t W 1 


Hs 118983 


ESTs, Weakly similar to diaphanous 1 
[H.sapiensl 


7219 


GGCCC1 CjAUuv? 


a nn 


5 no 


Hs 71618 


Dolvmerase (RNA) II (DNA directed) 
polypeptide L (7. 


7220 


TAACC AAT CAo 


o nn 




hk 47Q 


RAB5C member RAS oncoaene family 


7221 


GCTGCCC T1 vjA 


.4 nn 


W, 1 w 




tubulin alnha ubiauitous 


7222 


TTTGGGGCTGG 


2,00 


2,62 


Hs.7476 


ATPase, H+ transporting, lysosomal 
fvacuolar Droton 


7223 


CCCCTCCCTCC 


1,00 


1,32 


Hs.79410 


solute carrier family 4, anion exchanger, 
member 2 ( 

III w III V W I a* y 


7224 


AATAAATGGAT 


2,00 


2,64 


Hs.1 09052 


chromosome 14 open reading frame 2 


7225 


/»> \ AAAAAAAAA 

GGAAAAAAAAA 


7 nn 

/ t UU 


ft ftl 


Hs 177530 

I lg, 1 1 i www 


ATP svnthase H+ transporting, mito- 
chondrial F1 comp 


7226 


GGAAAAo 1 oo I 


1 nn 




Hs 75621 


nrntease inhibitor 1 (anti-elastase). al- 
pha-1-antitr 


7227 


TGGCTTGCTCA 


1,00 


1,33 


Hs.3688 


cisplatin resistance-associated overex- 
nrpssed orotei 


7228 


GCCCGTGCCAC 


1,00 


1,33 


Hs. 15760 


ESTs, Weakly similar to similar to Yeast 
hvnnthetica 


7229 


CCACCCuUAUU 


1 nn 


1 33 


Hs 148101 

rig. i ^w i w 


serum constituent protein 


7230 


G(j 1 out 1 1 1 


1 on 


1 34 


Hs 109760 

l ig. i ww * ww 


NADH dehydrogenase (ubiquinone) 1 
beta subcomplex, 3 


7231 


a a TPPTP/^P A A 

AATGC 1 ooUM 


1 on 


1 35 

1 ,ww 


Hs 181195 

rig. iu i i ww 


MRJ gene for a member of the DNAJ 
protein family 


(loc 




1 00 

1 f WW 


1,35 


Hs.1 29953 


Ewing sarcoma breakpoint region 1 


7233 


CAGAGATGAAT 


2,00 


2,70 


Hs.8997 


heat shock 70kD protein 1A 


7234 


ATCTGAAGCAG 


1,00 


1.36 


Hs.256311 


granin-like neuroendocrine peptide pre- 
cursor 


7235 


TGCAGCGCCTG 


1,00 


1.37 


Hs.77573 


uridine phosphorylase 


7236 


GCCAGGAAGCC 


1,00 


1,37 


Hs.1 82281 


hypothetical protein 


7237 


CTTTTCTTCTG 


1,00 


1,37 


Hs.1 48027 


polymerase (RNA) II (DNA directed) 
polypeptide B (14 
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7238 


GCGCCGCCCCA 


1,00 


1 37 


Hs 108665 


7inpdin 


7239 


ATGGGGCAGGG 


1 00 




MO. f w£.^U 


laowiwUiallUil emu elongation prOTcin Z613 

1 fzvain I 


7240 


CATTCCTCCTT 


1,00 


1 38 

1 , ww 


Hs 2985 


cmGrin ftEmerv-Dr^ifuee muen ilar Hue. 
trophy) 


7241 


ACAACGTCCAG 


1,00 


1,38 


Hs. 118893 


D53-resDonsive aene 2 


7242 


CTCTTCGAGAA 


3,00 


4,08 


Hs.76686 


glutathione peroxidase 1 


7243 


GGCTCCCACTG 


5,00 


6,68 


Hs 74335 

1 IW< » ■ WW 


heat shock 90kD nrotein 1 hpta 


7244 


GTATCTTCACA 


1,00 


1,39 


Hs. 250899 


heat shock factor hindinn nrotpin 1 

■ <ww& wi iwwr* luwiwi lull 1 \^ w^Lwtl 1 1 


7245 


CTTAAATCTGG 


1,00 


1,40 


Hs.94 


heat shock protein, DNAJ-Iike 2 


7246 


GATGCGCTTGT 


1,00 


1 40 


Hs 184014 

1 lw. 1 W 1 ™ 


ribosomal nrofpin 1 ^1 

IIUwOVUIOII ^IVIVIII L.W I 


7247 


TAGACTTATTG 


1,00 


1,40 


Hs. 1701 97 


glutamic-oxaloacetic transaminase 2, 

mitochondrial ( 


7248 


ACGATTGATGA 


1,00 


1,40 


Hs.161554 


hypothetical protein FLJ20159 


7249 


GCAACGGGCCC 


1 00 


1 41 


Hs 8679 

na. ww # 


wyiwouiiw a w yi wuciit&yuic r\ intucoicr 

hydrolase 


7250 


ATAAATTGGGT 


1,00 


1,41 


Hs.81634 


ATP synthase, transporting, mito- 
chondrial F0 co mo 

WI IWI IWI IWI ■ W WWI 1 lb/ 


7251 


1 1 1 lAAArTAG 

■ ill i w*/» i i # » 


1,00 


1,41 


Hs 75598 


heterooeneous nurlpar rihonuripnnrotpin 
A2/B1 


7252 


CTCGGTGATGT 


1,00 


1,41 


Hs.279903 


Ras homolog enriched in brain 2 






1 fin 


l/H 


Me 

nS. I^DO \&. 


nyaroxyacyi-^oenzyme a oenyoro- 
genase/3-ketoacyl-Coen 








•fl AO 




COT* 
CO 1 S 












wcniiuincic pruicin D \OUr\Lsj 


7256 


TACATTCTGTG 


1,00 


1,44 


Hs.86386 


myeloid cell leukemia sequence 1 

I cicaicu y 










He ?Q07fi 


PSTc Hinhlu similar to MP^T Ml IMAM 
co i o, my my oiiniidi lu i»uo i _nuiviMr>j 

NESTINffH saoien 


7258 


CCGCTGCTTGT 


1,00 


1,46 


Hs.77768 


heat shock protein, neuronal DNAJ-Iike 1 




TAAPATTAAAH 


1 00 


1 47 


He R4QR1 


A"idy (cpdir wornpicrncnuny Uwiccxivc 

repair in Chine 


7 9 RCi 


I OurtOwv 1 nv 


1 00 


1 4Q 


He 9T7Q94 


woi-oo proiwin 


7261 


CCCTCTTTGGA 


1,00 


1,50 


Hs. 181 174 


ESTs 






<c,UU 




rfS.1 /4 


proteasome (prosome l macropain) acti- 
vator subunit 2 






1 00 




He 771ft 


co 1 5, vveaRiy similar 10 fsi/\Ai**u<t pro- 
tpin fH ^pnipnd 

iwii i j^i i.oopgi 1-9 j 


7264 


TAATTCTTCTC 


2 00 

&| ww 


3 09 

W ( w w 


Hs 1708 

I I9> 1 # wW* 


wl la^CI CI III 1 wl Half 111 1^ lur 1, oUL/Uf 111 O 

(gamma) 


79fiS 

I £.\J<J 


(VTfVr^TGGTGC 

O 1 \J 1 1 VJ VJ 1 vw 


1 00 


1 56 


He 1510^2 

rig. 1 sJ 1 w w<£ 


nuniu wdpiciiw wiuiic ^oo^v uitfsnuwn 
mRNA narlial rri^ 

iin\n/^i Mai nai uuo 


7266 


GCAACAGCAAT 


3,00 


4,60 


Hs.9950 


Sec61 gamma 


79A7 




1 00 




Me QR5Q 
no. wU%?s? 


hurtnlfrwsfr i/*al nrntoin P)E^P7r\^l^dPn0f\ 

nypuinciiwai piuicin ur\r&p s }«> f 4Cv£0 


7268 


GAGCGGGATGG 


2,00 


3,12 


Hs.77060 


proteasome (prosome, macropain) sub- 
unit beta tvDe 


7269 


ACACTACGGGT 


1,00 


1.58 


Hs. 109494 


secreted protein of unknown function 


7270 


GCTGGAGCTAG 


1,00 


1.59 


Hs.74635 


dihydrolipoamide dehydrogenase (E3 
component of pyru 


7271 


TAACTTGTGAC 


2,00 


3.18 


Hs.118512 


integrin, alpha V {vitronectin receptor, 
alpha polyp 
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7272 


TAAGATTICAA 


1,00 


1,61 


HS. 15200 


leterogeneous nuclear ribonucleoprotein 
p 


7070 

7273 






1 ri 

1, 01 


nS, I***i0t / 




71/4 




0 nn 




Lie OCfi^ni 


CO I 9 


7275 


CATCCTGCTGC 


2,00 


3,26 


Hs.74619 


proteasome (prosome, macropain) 26S 

ei 1K1 init nAn_ATD 

buuui in, nor i~m 1 r 


7276 


CCAGGGGAGAA 


2,00 


3,27 


Hs.278613 


interferon, alpha-inducible protein 27 


7077 

7277 


TPPTPTrTPPT 

TOU 1 vj 1 0 1 bU I 


1 ,UU 




ns.yuouD 


10 Kua seienoproiein 


7278 


TGAAAGTGTGG 


1,00 


1,65 


Hs.36927 


heat shock 105kD 


7279 


AAA A 1 "1 

AAACATTGGGG 


1,00 


1,00 


MS.O203 


enaomemDrane protein emp70 precursor 
isolog 


7280 


TGGAACCTTGC 


1,00 


1,66 


HS. 194625 


dynein, cytoplasmic, light intermediate 
polypeptide 


7281 


TGAAGAGAAGA 


1,00 


1,66 


Hs.120 


anti-oxidant protein 2 (non-selenium 
glutathione per 


7282 


CCTGTGACAGC 


2,00 


3,32 


Hs.120 


anti-oxidant protein 2 (non-selenium 
giuiatnione per 


7283 


CAACTAATTCA 


4 4 nn 

n,uu 




HS. 


ciusienn icompiemeni lysis innioiior, 0"- 
40,40, sul 


TOO A 1 

72S4 




1 on 


I, Of 


Wc 7ARAQ 
n5. / **D**jy 


UylUwl UUIflC U UAlUdsC bUlJuMil vlu 


7285 


AGAGCCCTAGG 


1,00 


1,67 


Hs. 16297 


C0X17 (yeast) homolog, cytochrome c 


7286 


Mil 1 AC 1 GAT 


1,00 


1,68 


Hs.1 11577 


integral membrane protein 2C 


7287 


GCTGGCTGGCT 


3,00 


e Aj 

5,01 


Hs. 108809 


chaperonin containing TCP1, subunit 7 
(eta) 


7288 


CGTTCCTGCGG 


2,00 


3,39 


Hs. 75424 


inhibitor ot una binding 1, dominant 
negative helix- 


7289 


UUAI 1 I 1 lAUG 


1,00 


A T 4 

1,71 


Hs. 59271 


U2(RNU2) small nuclear RNA auxiliary 
Tactor 1 (non-s 


7290 


ATGCGGGAGAA 


1,00 


1,71 


ns.iuy/4t> 


nomo sapiens umu-j mKiNA, partial cas 


7291 


TTTGTGTCACG 


1,00 


1,74 


Hs. 15093 


hypothetical protein 


7292 


TCCTCCCTCCC 


1,00 


1,74 


11 _ A «AA 

Hs.1390 


proteasome ^prosome, macropain; suo- 
unit, beta type, 


7293 


/■> /-\ a A T* AAA 

G GC AC AGT AAA 


1,00 


1,74 


u* a a o7n 
HS. \\Z fu 


CCTe 

to 1 S 


7294 


r*T A ATA A ATPO 

CTAATAAATGC 


1,00 


4 7C 


Ue >1*afi04 


CCTe 

Co 1 S 


7295 


TGTCGCTGGGG 


0 nn 


0,49 


Up 0O74C0 

nS.^MOZ 


mannan-uinoing lecun serine proiesse \ 


7296 


ATPTPTT 
GGCCAIL/IUI l 


0 nn 


^ nn 


Lie 7AAf\Z 


lyiosinc o-ri iui luuAyycnaoc/ii yjjvupuai i o~ 
monooxygenase 


-7007 
7297 


LAO 1 1 UA/W\b 


1 nn 
l ,uu 


1, /o 


Uc 77*;^ 


poll impnin 


7298 


PAO A^PTP A O 

GACAoU 1 bAoU 


1 nn 
1 ,uu 


1 77 

1,/ f 


Ue 7K0Zn 

ns. / 0£.**v 


dUCfiyialC Ml J dot? 1 


7299 


GCTGCTCCw I 7 


1 nn 
J ,UU 


4 7Q 


Ue 7fln.4 


nj^P7P^R4f v 1Q4n nrntpin 


7300 


GCGGAGAGAGG 


4 nn 

1 ,UU 


4 7Q 


Ue OQR 


riuusomai pioieiii L*f 


7301 


TCAGGCATTTT 


2,00 


3,58 


Hs.5566 


gap junction protein, beta 2 t 26kD (con- 
nexin 26) 


7302 


CAATTAAAAGG 


3,00 


5,33 


Hs. 149923 


X-box binding protein 1 


7303 


CAACTTAGTTT 


3,00 


5,36 


Hs. 180224 


death-associated protein 6 


7304 


GCAGGTGGTTT 


1,00 


1,81 


Hs.145696 


splicing factor (CC1.3) 


7305 


GCTGTCATCAG 


1,00 


1,82 


Hs.4745 


proteasome (prosome, macropain) 26S 
subunit, ATPase, 



DE 101 00 127 A 1 



7306 


GAGCGGGATCA 


1,00 


1,85 


Hs.73737 


splicing factor, arginine/serine-rich 1 
(splicinq fa 


7307 


ATTAACAAAGC 


5,00 


9,03 


Hs.1 13368 


neuroendocrine secretory protein 55 


7308 


TGCCGTTTTGA 


1 00 


1,86 


Hs 2006 


Glutathione S-transferase M3 fhrairrt 

y'U'OVi living w wdiidiwiCiSv iwlw ^WiGIII^ 


7309 


CCGTGCTCATC 


2 00 


3 72 

W, 1 £- 


Hs 9857 

• 1 w • w w W f 


carhonvl reductase 

vai wi tyi iwwwwiaow 


7310 


AAGGCACAGAC 


1,00 


1.90 


Hs.227107 


CDP-diacylglycerol-inositol 3- 
nhosDhaiidvliran^fpra 


7311 


ATTTGTCCCAG 


3,00 


5,62 


Hs. 139800 


high-mobility group (nonhistone chromo- 
somal) protein 


7312 


AAGGCCGAGTA 


1,00 


1,91 


Hs.31387 


DKFZP564J0123 protein 


7313 

f w I w 


ATAGTAGCTTC 


1,00 


1 92 


Hs 118400 

l lv> 1 1 W^WW 


sinned /DrosoDhila^-likp fcpa urrhin 

fascin homolog 


7314 


GGACTGGCCCA 


1 00 


1 93 


Hs 263812 

■ «W*fcWWW 1 


nuclear distribution aene C fA nidulans^ 
homolog 


/ w 1 w 


ArTPAGAAGAG 


2 00 

ww 


3 93 


He 198272 


beta subcomolex 2 


7316 


CTGAGCTGTAC 


1,00 


1,97 


Hs.8737 


WD repeat domain 6 


i J 1 r 


ACTTAAGGAAC 


1 00 


1 98 


Hs 76285 

1 lw> f W&Ww 


DKFZP564B167 nrotein 

VM &«l wW^ U 1 vf pi VICIM 


7318 

I W 1 W 


GCTATTTGAAA 


1 ( 00 


1,98 


Hs 279009 

• IW*^vl wwww 


ssv/en in absentia fDrosonhila\ homoloo 

WWvWII III OWWWl>%lw It/I VvVMIIIIBi 1 IVI 1 IWH 

1 


7319 


TTCTCTCTGTT 


1,00 


1 ( 99 


Hs 77541 


ADP-ribosvlation factor 5 


7320 


GGGAGCCCGGG 


1,00 


1,99 


Hs. 183986 


poliovirus receptor-related 2 (herpesvirus 
entrv med 

vl HI V lllvU 


/ 0<t I 


AATATGTGGGH 


5 00 

w, ww 


9 71 

w", / 1 


Hs 74649 


vyivwl II VII 1(7 w vAIUdOC OU&JUIHl Vlw 




(^PTPTPTATGP 
IU 1 vlnl wo 


2 no 




119, 1 W<& 1 ww 


Clonal com iionpo rrfsrpnt^r HaI^ss /franeln 

con-associat 


7323 

f W&W 


TGAGTGGTCAC 


1,00 


2,01 


Hs 121849 

1 IWi l& 1 VTfW 


ESTs Weaklv similar to GFF-2 nrotpin 

1 W| u v vpixlff wll 1 Midi IW W^l WIWlwlll 

[H. sapiens] 


7324 


ATTCAGCACCT 


1,00 


2,04 


Hs.11125 


HSPC033 protein 




rrTGTTCTCCT 


1 00 


2 08 


Hs 109798 

1 I9i 1 Ww 1 wW 


G8 nrotein 


r w^w 


TGGGAAGTGGG 


2 00 

4k, WW 


4 16 


Hs 112844 

1 IWi 1 I C» W T » 


hvoothetical orotein PRO21S0 

1 ij) J»»wVI tvllvQI WIWIwHI 1 1 Ww 


7197 


GATCCCAACTG 


5,00 


10,18 


Hs 118786 

1 Iw* 1 *WI WW 


metallothionein 2A 


7^28 
/ o&.w 


TTAATAAAAGT 


1,00 


2,09 


Hs 19077 

I IW • 1 WW f t 


CGI-1 13 Drotein 


7329 


CCTCGCTCAGT 


1,00 


2,11 


Hs.75860 


hydroxyacyl-Coenzyme A dehydrogena- 
se/3-ketoacyl-Coen 


7330 


ACTCCTGTCCT 


1,00 


2,11 


Hs.7357 


DKF2P586N1922 protein 


i <j%j i 


wAwvvUvw 1 w 1 


1 00 


2 12 


Hs 30026 


HSPC182 orotein 


7332 


CTTGATTCCCA 


1,00 


2,13 


Hs.77266 


quiescin Q6 




TGGrAACCTTT 


1 00 

1 ,vv 


2 13 

a, , 1 W 


Hs 279952 


olutathione S-transferase suhunit 1^ 

UlUlwil IIWI IC W HOI I9lvly«v WW WW 1 III J \J 

homoloo 

1 IWI • IVIVVj 


7334 


TTATGGGGAGG 


1,00 


2,14 


Hs.75612 


stress-induced-phosphoprotein 1 
^HsD70/Hso90-oroani2 


i o<Jd 


TPATAGAAACC 


1 00 


2 16 


Hs 1600 

1 Id. 1 WWW 


ehaneronin containino TCP1 ^ubunit *5 

wi 10 Ww i wi in i vwi ivoii hi iy i wi 1 1 9uuui ill w 

(epsilon) 


7336 


GAGGAAGAAGA 


2,00 


4 31 


Hs. 82689 


tumor rejection antigen (gp96) 1 


7337 


ACAAACCCCCA 


1,00 


2,17 


Hs 78629 


ATPase, Na^/K+ transporting, beta 1 
polypeptide 


7338 


GCTTAGAAGTG 


1,00 


2,17 


Hs. 180532 


heat shock 90kD protein 1 , alpha 


7339 


ACTGGTACGTG 


1,00 


2,17 


Hs. 155751 


ATP synthase, transporting, mito- 
chondrial F0 comp 
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7340 


CCAGGAGGAAT 


6,00 


12.65 


Hs. 1804 14 


heat shock 70kd protein 10 (HSC71) 


7341 


GGGACGAGTGA 


3.00 


6.45 


Hs.3337 


transmembrane 4 superfamily member 1 


7342 


GTACCCGGACA 


1,00 


2,19 


Hs.74649 


cytochrome c oxidase subunit Vic 


/ w*tw 




1 00 

1 ( WW 


2 20 


Hs.75724 


coatomer protein complex, subunit beta 

2 (beta prime 

^ ■ — — 


7344 


TTGGGAGCAGG 


1,00 


2.22 


Hs.1 72801 


isoleucine-tRNA synthetase 


/ w*tw 


TCTGCAAAAAA 


1.00 


2,23 


Hs.81281 


lypothetical protein 


7346 


GGGGATGGGGT 


1,00 


2,25 


Hs.99093 


Homo sapiens chromosome 19, cosmid 
R28379 


7347 


CGTGGGTGGGG 


1,00 


2,27 


Hs.202833 


heme oxygenase (decyding) 1 


7348 

f w^ w 


TTCCGCGTGCC 


1,00 


2,29 


Hs. 153357 


procollagen-lysine, 2-oxoglutarate 5- 
dioxygenase 3v 


7349 


GAGAACCGTAG 


2.00 


4,57 


Hs.1 05547 


neural proliferation, differentiation and 
control, 1 


7350 
# www 


TTACGAGGAAG 


1,00 


2,32 


Hs.227949 


SEC13 (S. cerevisiae)-like 1 


7351 


TTGCTTTTGTT 


1,00 


2,33 


Hs.75290 


ADP-ribosylation factor 4 


7QCO 


fl A A f2 A TY^TWT^ 
OnnOn IOIOIO 


^ 00 


7 05 

/ ,ww 


Hs 112318 

1 1 W • 1 1 fcW i w 


5 2 kd orotein 


7ooo 


n A Till flTAClC 


1 00 


2 39 

Sm , WW 


Hs 84264 


acidic orotein rich in leucines 


7354 


TCGTCGCAGAA 


1.00 


2,39 


Hs.1 9561 


NADH dehydrogenase (ubiquinone) 1 
alpha subcomplex, 


/ ODD 




1 00 

1 | WW 


2 40 


Hs.8123 


chromobox homolog 3 (Drosophila HP1 
gamma) 


73*16 

/ OsJSJ 


TAGAAAAATAA 


1.00 


2,42 


Hs.944 


qlucose phosphate isomerase 


7357 

r ww i 


CCGGGTGATGG 


2,00 


4,84 


Hs.279910 


ATX1 (antioxidant protein 1, yeast) ho- 
molog 1 


7358 

/ www 


GAAGCTTTGCA 


4 00 


9.54 


Hs.1 80532 


heat shock 90kD protein 1 , alpha 


73^Q 


fifil I A 1 1 1 1 GG 


1,00 


2.47 


Hs.82085 


plasminogen activator inhibitor, type I 


/ oou 


1 VP 1 Ow 1 www wVJ 


2,00 


4 97 

- T , W « 


Hs.76847 


KIAA0088 protein 


7QC1 
/wOl 




1 00 

1 t WW 


2 53 

£» , WW 


Hs 180450 

1 19 1 1 ww^ww 


ribosomal protein S24 


7362 


AAAATAAAGAG 


1,00 


2.56 


Hs.73722 


APEX nuclease (multifunctional DNA 
repair enzyme) 


7363 


GGTGC AG AG CC 


1,00 


2.56 


Hs.539 


ribosomal protein S29 


73b4 


UA 1 1 oAMboo 1 


I ( ww 


1 59 


Hs 79026 


myeloid leukemia factor 2 


/ODD 


I Or\U 1 wrS/Aww w 


1,00 


2,62 


Hs.3343 


phosphoqlycerate dehydrogenase 


f ODD 


a a ropnnnc AA 


7,00 


18,26 


Hs.73798 


macrophage migration inhibitory factor 
(alvcosvlatio 


7367 


GCCGTGTAGAC 


1,00 


2,69 


Hs.83384 


S100 calcium-binding protein, beta (neu- 
ral) 


7368 


AGGGTGAAACT 


1,00 


2,71 


Hs.77608 


splicing factor, arginine/serine-rich 9 


7369 


AAbo 1 AA 1 1 


1 no 

1 ,ww 


? 73 


Hs 23990 


hvoothetical Drotein FLJ20479 


7370 


ACAGTGGGGAT 


2,00 


5,54 


Hs.75839 


zinc finger protein 6 (CMPX1) 


7371 


GAACCCTGooA 


1 nn 




He 1^fi37 
no. 1 wwww / 


nrotpin kinase DNA-activated catalytic 
polypeptide 


lot I 


T A A A T A A "T I" TP 

1 AAA i AA 1 1 lu 


1 on 


2 79 


Hs 1197 

1 IO • 1 1 W I 


heat shock 10kD protein 1 (chaperonin 
10) 


7373 


GAAATAAAAGC 


1,00 


2.81 


Hs.57783 


eukaryotic translation initiation factor 3, 
subunit 


7374 


GAATTAACATT 


2,00 


5,70 


Hs.79474 


tyrosine 3-monooxygenase/tryptophan 5- 
monooxygenase 


7375 


GGTAGCAGGGA 


1,00 


2.88 


Hs.1 7981 7 


CGI-82 protein 



DE 101 00 127 A 1 



7376 


GTTTAAATCGA 


1 00 


2,94 


Hs 181309 


^ivicawuiiic VK rvdw "''^i • • t«wl wfJoin J 5UD* 

unit, alpha type, 


7377 


GACGTCTTAAT 


1,00 


3,01 


Hs.251531 


Drot63SOme forosome marrnnair^ <;nh- 

unit, alpha type, 


7378 


TACTAGTCCTC 


2,00 


6,04 


Hs.180532 


heat shock 90kD protein 1, alpha 


7379 


CGATTCTGGAG 


1,00 


3.03 


Hs. 177507 


hypothetical protein 


7380 


ACTGGTAAAAA 


1,00 


3,03 


Hs.155751 


ATP synthase, H+ transporting, mito- 
chondrial FO comp 


7381 


AAGGAGTTTGA 


1,00 


3,05 


Hs.661 


NADH dehydrooenase (ubiauinone^ 1 
beta subecmplex, 7 


7382 


GTGACAACACT 


1,00 


3,06 


Hs.149155 


voltage-dependent anion channel 1 


7383 


GGAGTCATTGT 


1,00 


3,11 


Hs.82793 


proteasome (prosome, macropain) sub- 
unit, beta type, 


7384 


TGTATAAAAAT 


1,00 


3.12 


Hs.82689 


tumor rejection antigen (gp96) 1 


7385 


GCAGACATTGA 


1,00 


3,18 


Hs. 179662 


nucleosome assembly protein 1-like 1 


7386 


GAGGATGGTGT 


1 00 


3.19 


Hs. 19555 


orostate tumor over exore^pd npnp 1 


7387 


TCAAATGCATC 


1.00 


3,31 


Hs. 182447 


heterogeneous nuclear ribonucleoprotein 
C (C1/C2) 


7388 


TGCTTGTCCCT 


1,00 


3,35 


Hs 74571 


ADP-ribosvlation farter 1 


7389 


AATGTGAGTCA 


1.00 


3.40 


Hs.25001 


tyrosine 3-monooxygenase/tryptophan 5- 
monooxvoenase 


7390 


CGGCCCAACGC 


1,00 


3.41 


Hs.20521 


HMT1 (hnRNP methyltransferase. S. 

cerevisiae^-like 3 


7391 


GTTTCATCTCC 


1,00 


3,42 


Hs. 13451 


dystrobrevin, beta 


7392 


AAGGAATCGGG 


1.00 


3,43 


Hs.89545 


proteasome (prosome, macropain) sub- 
unit, beta tvoe 


7393 


AAAGTGAAGAT 


1,00 


344 


Hs 284158 


Homo saoiens mRMA* eDMA 
DKFZp762B195 (from clone DKF 


7394 


TCAGAAGGTGC 


1,00 


3,49 


Hs.74649 


cytochrome c oxidase subunil Vic 




GGGCCTGTGCC 


1 00 


3 51 


Hs 85838 


owlULC UgIMCI J cal 1 Illy IO \U lUf IVv/CiruQAyilC 

acid transp 


7^Qfi 


A CI AAATACC AA 


1 00 




no. # ^u*sw 


UyiUV/I HUI HO w UAiUdOC ouuunii VIC 


7^Q7 


a a tttc a 

OOnnO III wV3n 


1 nn 






iiypoincuL*si proiein 


7398 


GGGGGTAACTA 


1,00 


3,60 


Hs. 99969 


fusion, derived from t(12;16) malignant 

ii}jugai i^w* i lei 


7399 


CATTTCATAAC 


1,00 


3,68 


Hs 73851 


ATP synthase tran^nnrtinn mitn. 

r \ i i *y i ill Know, II' ii 0i iouui ill iy | HJIIVJ— 

chondrial FO comp 


7400 


GGCTTTGGAGT 


1,00 


3,73 


Hs.90918 


chromosome 11 open reading frame 10 


7401 


GGCGTCCTGGC 


1,00 


4,03 


Hs.44017 


SIR2 (silent mating type information 
regulation 2 t S 


7402 


TAGACTAGCAA 


1,00 


4.12 


Hs. 100090 


tetraspan 3 


7403 


CCGATCACCGG 


1,00 


4.18 


Hs. 12163 


eukarvotic translation initiation factor 2 
subunit 


7404 


GAATCCAACTG 

W?*w \ 1 Ww/iT»w 1 


1 00 


4 35 


Hs 111497 

1 1 W i 1 1 1 " W f 


similar to mALi^p npurnnal nmis*\r\ m 


7405 


CAGCGCGCCCT 


1,00 


4,49 


Hs. 152932 


ESTs 


7406 


GCATAGGCTGC 


1,00 


4,69 


Hs 12084 


Tu translation elonoation fartor mitn- 

1 W il Bl IwlQUvl I wlWl ImQIIvI I IQwlwl | 1 1 1 1 1 v 

chondrial 


7407 


ATCCCTCAGTG 


1,00 


4,96 


Hs. 181 243 


activating transcription factor 4 (tax- 
responsive en 


7408 


CTGTTGGCATT 


1,00 


5.14 


Hs. 184 108 


ribosomal protein L21 (gene or pseudo- 
gene) 
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rAf5f5AACfiGGG 


1 00 


5 52 


Hs 72241 


2 


7410 


GAAAAATTTAA 


1,00 


6 07 


Hs.17775 


o75NTR-associated cell death ev^nitr.r- 
ovarian granu 


7411 


GACTCTTCAGT 


1,00 


6 79 


Hs.234726 


alDha-1 -antichvmotrvDsin 


7412 


CCTGGTCCCAA 


1,00 


6,89 


Hs.23881 


keratin 7 


7413 


GGGGACTGAAG 


1,00 


6.93 


Hs.3709 


low molecular mass ubiquinone-binding 
protein (9.5kD 


7414 


GGGCGCTGTGG 


1,00 


8.83 


Hs.8372 


ubiquinol-cytochrome c reductase 
(6.4kD) subunit 


7415 


TGAGGGAATAA 


2,00 


17.86 


Hs.83848 


triosephosphate isomerase 1 


7416 


GGAACAAACAG 


1.00 


9,05 


Hs.278667 


Homo sapiens cDNA FLJ20161 fis, clone 
COL09252, high 


7417 


AACGACCTCGT 


1,00 


11,88 


Hs.179661 


tubulin, beta polypeptide 


7418 


AAGGGAGCACC 


1,00 


12,05 


Hs.181125 


immunoglobulin lambda locus 


7419 


GCCGGGTGGGC 


2,00 


34,72 


Hs.74631 


basigin 


7420 


CCTCCAGCTAC 


2,00 


44.29 


Hs.242463 


keratin 8 


7421 


CAAACCATCCA 


1.00 


22,49 


Hs.65114 


keratin 18 



Tabelle 5 



Mr 


Tan Spouencfi 


CGAP 


Rel. 

Expr. 

Haut 


Quotient 


sianific 


UniGene 
Acc.-Nr. 


Beschreihuno 


1 


ATCCGCGAGGC 


0,12 


45,00 


375,00 


63,99 


Hs.1 80142 


CLSP Calmodulin-like 
skin protein 


2 


GAGATAAATGA 


0,09 


23,00 


255.56 


31,88 


Hs.3185 


lymphocyte antigen 6 
complex, locus D 


3 


TAAACCTGCTG 


0,47 


110,00 


234,04 


150.08 


Hs. 99923 


lectin, galactoside- 
binding, soluble, 7 
(galectin 7) 


4 


GATGTGCACGA 


1,08 


216,00 


200,00 


289.47 


Hs.1 17729 


keratin 14 (epidermoly- 
sis bullosa simplex, 
Dowling-M 


5 


ACATTTCAAAG 


0.00 


161.00 


161.00 


248.57 


Hs. 80828 


keratin 1 (epidermolytic 
hyperkeratosis) 


6 


TTTGTAGAGGA 


0,26 


37.00 


142,31 


47,97 


Hs.279671 


katanin p60 (ATPase- 
containing) subunit A 1 


7 


ACCTCCACTGG 


0,00 


139.00 


139.00 


214,56 


Hs.1 12457 


ESTs 


8 


AATCTTGTTTC 


0.88 


93.00 


105.68 


115.24 


Hs.32343 


ESTs 


9 


GAAAACAAAGT 


4,48 


467,00 


104.24 


100,00 


Hs. 99936 


keratin 10 (epidermo- 
lytic hyperkeratosis; 
keratosis 


10 


GCCCCTGCTGA 


1.46 


148,00 


101,37 


181,69 


Hs.1 95850 


keratin 5 (epidermoly- 
sis bullosa simplex, 
Dowling-Me 


11 


CACACGGGCGA 


0.26 


26,00 


100.00 


32,16 


Hs.1 94679 


WNT1 inducible signal- 
ing pathway protein 2 
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Tabclle4 



Nr. 


Tag_Sequence 


CGAP 


Rel. 

Expr. 

Haut 


Quo- 
tient 


signific. 


UniGene 
Acc.-Nr. 


Beschreibung 


12 


GACAATAAATG 


0,15 


9 


60,00 


10,38 


Hs. 137556 


Homo sapiens mRNA; 
CDNA DKF2p434A132 
(from clone DKF 


13 


ACTACCATAAC 


0,12 


7 


58,33 


8,06 


Hs.57929 


slit (Drosophila) homo- 
log 3 


14 


CATTGTAAATA 


0,12 


7 


58,33 


8,06 


Hs.55279 


protease inhibitor 5 
(maspin) 


15 


ACCGGCGCCCG 


0.5 


29 


58,00 


32,51 


Hs.65424 


tetranectin (plasmino- 
gen-binding protein) 


16 


CCACCACGCTT 


0,29 


16 


55,17 


17,84 


Hs.285275 


ESTs, Moderately simi- 

I • All* 1 It 1 f\ A (V 1 

lartoALU7 HUMAN 
ALU SUBFAMILY 


17 


CCCCGGCCACC 


0,88 


42 


47,73 


44,79 


Hs.279604 


(Manual assignment) 
desmin, muscle inter- 
mediate fila 


18 


TGAAATAAAAG 


0,26 


12 


46,15 


12,9 


Hs.48516 


ESTs 


19 


ACTGAGTAGGT 


0,09 


4 


44,44 


4,39 


Hs.38095 


ATP-binding cassette, 
sub-family A (ABC1), 
member 8 


20 


ATCCTTGCTGA 


0.7 


26 


O^ dt A 

37,14 


26,12 


Hs.2621 


cystatin A (stefin A) 


21 


CAGCCTGGGTG 


0,15 


5 


oo oo 

33,33 


5,1 


MS. 171941 


cot* 

ESTs 


22 


GATATGTTATA 


A A C 


5 


oo oo 

33,33 


C A 

5,1 


U» A A "7 AOO 

Hs.1 17938 


collagen, type XVII, 
aipna 1 


00 

23 


ToGU I 1 OA 1 w\ 




A 

4 




4,1 


nS.04o 


carboxypeptidase A3 
\ma5i ceil/ 






0 HQ 


•a 
O 




1 HQ 


ns. / **ou** 


penpiaKin 


25 




n no 

u.uy 


o 
O 




0 no 


1-1 e ,4701 O 

nS.*u yio 


coaguiaiion factor a 


Oft 

20 


A/^ ATP A/^TTYS A 


n no 
u t uy 


♦a 
O 




0 HQ 

o,uy 


ns. 1 y 1 o\jo 


CO I S 


27 


CCCTCAGCACC 


0.29 


9 


31.03 


8.78 


Hs.87268 


annexin A8 


28 


CTTTATTCCAG 


1.7 


49 


28.82 


45,24 


Hs. 172928 


collagen, type 1, alpha 1 


29 


TCCACTGGCCT 


0,82 


23 


28,05 


21,32 


Hs. 57548 


ESTs 


30 


CACGCAGTGGC 


0,18 


c 

b 




>a oc 
4,oO 


it* OACEL A C 


COT 
CO I 


31 


TA ^* A I TA TT A TT A 

TACATT ATATA 


A 4 O 

0,12 


o 
o 


OK AA 


0 oc 

41, OO 


LJ** 4QQOCO 

ns. Tycoon 


iiDuiin 2 


OO 

32 


ATGGAT ACGGV3 


A A 

0,41 


1 A 


OA OO 


O AC 




(Manual assignment) 
unciear, prooaoiy re- 
verse tag 0 


33 


CCGGGGGAGCU 


i,yo 


4o 




Oft Oft 

00,00 


U- 4 70GOQ 


coitagen, type i, aipna 1 


O A 

34 


CAG1 M I M 1 U 


a no 

u,uy 


o 


00 00 


1 ,04 


Up G0£07 

ns.yyoy/ 


CCTe 

to 1 S 


OO 


ft ATTC AAG 


0 09 


2 


22 22 


1 84 


Hs 93847 


NADPH oxidase 4 


36 


TGTCTGTGTGT 


0,09 


2 


22,22 


1,84 


Hs.93739 


ESTs 


37 


TCTACACGTGC 


0,09 


2 


22,22 


1,84 


Hs.53155 


properdin P factor, 
complement 


38 


GAAATGGCAGT 


0,09 


2 


22,22 


1,84 


Hs.30853 


ESTs 


39 


ACGAAACCTCG 


0,09 


2 


22,22 


1,84 


Hs.285785 


Homo sapiens cDNA 
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PLJ201 15 fis, clone 


40 


GGCAATGCAGT 


0,09 


2 


22,22 


1,84 


Hs.275505 


ESTs 


41 


CCTTTTCAGCA 


0,09 


2 


22,22 


1,84 


Hs.25930 


ESTs 


42 


CCTCTTTAACA 


0,09 


2 


22,22 


1,84 


Hs.25750 


ESTs 


43 


TATCTAGCTGC 


0,09 


2 


22.22 


1.84 


Hs.241545 


hypothetical protein 


44 


GCTGTAATCCT 


0,09 


2 


22,22 


1.84 


Hs.241382 


tumor necrosis factor 
ligand) superfamily, 
member 1 


45 


GGGCAGCCGCC 


0,09 


2 


22,22 


1.84 


Hs.23598 


CREB binding protein 
(Rubinstein-Taybi syn- 
drome) 


46 


CGCTTGTTTAA 


0.09 


2 


22,22 


1,84 


Hs. 180398 


LIM domain-containing 
preferred translocation 
partne 


47 


GCACACACCTG 


0.09 


2 


22,22 


1.84 


Hs.171143 


EST, Weakly similar to 

At 11*1 (II It 1 A t 1 Al II 

ALU1_HUMAN ALU 

CI IQCAMII V 1 CC 

oUDrAMILY J ok 


48 


CTGGAGTCGGC 


0.09 


2 


22,22 


1,84 


Hs. 166371 


lnterleukin-1 Super- 
family 2 


49 


GAGGTCAGTTG 


0.09 


2 


22,22 


1.84 


Hs. 151 696 


DKFZP727G051 protein 


50 


CCAGGCAAGAC 


0.09 


2 


22,22 


1,84 


Hs.1 34194 


distal-less homeo box 3 


51 


GAAATCAAAAA 


0.59 


13 


22,03 


11.3 


Hs. 11 7005 


sialic acid binding Ig-like 
lectin 5 


52 


AATCTAGTTCT 


0 


22 


22,00 


33.72 


Hs.251440 


Human profilaggrin gene 
exons 1-3, 5' end 


53 


AAGCTAATAAA 


0,41 


9 


21,95 


7,89 


Hs.88474 


prostaglandin- 
endoperoxide synthase 
1 (prostaglandin 


54 


TGTGCGGCTTC 


0.23 


5 


21,74 


4,43 


Hs. 1621 96 


hypothetical protein 
FLJ20321 


55 


CAGGTTTCATA 


3.08 


66 


21,43 


54,72 


Hs.24395 


small inducible cytokine 
subfamily B (Cys-X- 
Cys), me 


56 


CTGTCGTCATC 


0.35 


7 


20,00 


5,98 


Hs. 183860 


hypothetical protein 

PI 1OH077 


57 


AT AG CACGTGC 


0,15 


3 


20,00 


2,66 


Hs.277329 


ESTs, Weakly similar to 
ALUS HUMAN ALU 
SUBFAMILY SC 


58 


GTGAGAACTCG 


0,15 


3 


20,00 


2,66 


Hs.250639 


ESTs 
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Tabelle 3 



5 


Nr. 


Tag_Sequence 


CGAP 


Rel. 

Expr. 

Haut 


Quo- 
tient 


signific. 


UniGene 
Acc.-Nr. 


Beschreibung 




59 


ACTTATTATGC 


1,49 


29 


19,46 


23,46 


Hs.76152 


decorin 




60 


CTTGCAGTCCT 


0.26 


5 


19,23 


4,25 


Hs.27018 


Ris 


10 


61 


CATCTGTACTC 


0,73 


14 


19,18 


11,49 


Hs. 180255 


major histocompatibility 
complex, class II, DR 
beta 




62 


GTGGAGGGCAC 


1,03 


18 


17,48 


14,16 


Hs.83393 


cystatin E/M 


15 


63 


AGGCAGGAAAA 


0,29 


5 


17,24 


4,09 


Hs. 133081 


ESTs, Weakly similar to 
hypothetical protein 
[H.sapi 




64 


AATTGAAAAGG 


0,59 


10 


16,95 


7,94 


Hs. 78344 


myosin, heavy polypep- 
tide 1 1 , smooth muscle 


20 


65 


CTTTAAAATGA 


0.18 


3 


16,67 


2,5 


Hs.8217 


stromal antigen 2 




66 


TGTGCCAGTTT 


0.18 


3 


16,67 


2.5 


Hs. 53358 


ESTs, Weakly similar to 
ALU8 HUMAN ALU 
SUBFAMILY 


25 


67 


AGTAGCTGGGA 


0,18 


3 


16,67 


2,5 


Hs.224534 


EST, Weakly similar to 
alternatively spliced 
product 


30 


68 


CCTCTGTCTCC 


0.18 


3 


16,67 


2,5 


Hs. 161031 


Homo sapiens mRNA; 
cDNA DKFZp434K0322 
(from clone 




69 


AACATTTAGGA 


0.18 


3 


16,67 


2,5 


Hs. 138380 


KIAA0624 protein 


35 


70 


CAATAAAATTT 


0,18 


3 


16,67 


2,5 


Hs. 137569 


tumor protein 63 kDa 
with strong homology to 
p53 




71 


GCCGCTCAAGG 


0,18 


3 


16,67 


2,5 


Hs. 126064 


ESTs 


40 


72 


CCTGGTCAAGA 


0,12 


2 


16,67 


1.68 


Hs.95972 


silver (mouse homolog) 
like 




73 


CCACCGCAGGA 


0.12 


2 


16,67 


1,68 


Hs.85112 


insulin-like growth factor 
1 (somatomedia C) 


45 


74 


ACACTTCTCAA 


0.12 


2 


16,67 


1.68 


Hs.75652 


glutathione S-transferase 
M5 




75 


CCTCTCTGGTC 


0.12 


2 


16,67 


1.68 


Hs.56874 


heat shock 27kD protein 
family, member 7 (car- 
diovasc 


50 


76 


GCATATCTGTG 


0.12 


2 


16,67 


1,68 


Hs.5459 


KIAA1436 protein 




77 


AGCTGTGATGG 


0,12 


2 


16,67 


1.68 


Hs. 249983 


ESTs 




78 


GCTAACTTAAA 


0,12 


2 


16,67 


1.68 


Hs.20787 


ESTs 




79 


CCTTGAAATCA 


0.12 


2 


16,67 


1,68 


Hs.183161 


ESTs 


55 


80 


CTTTATCAATA 


0,12 


2 


16,67 


1,68 


Hs. 16601 7 


microphthalmia- 
associated transcription 
factor 




81 


ACAGCCCTGAT 


0,12 


2 


16,67 


1,68 


Hs. 163593 


ribosomal protein L18a 


60 


82 


GATACTCAGAA 


0,12 


2 


16,67 


1,68 


Hs. 144726 


ESTs 




83 


GCCTGGGAGAC 


0,12 


2 


16,67 


1,68 


Hs. 11 8346 


ESTs 



6b 
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84 


TGGGTGGTGGT 


0,79 


13 


16,46 


10,06 


Hs.82712 


fragile X mental retarda- 
tion, autosomal homolog 
1 


85 


AGCTACCACAG 


0.59 


9 


15,25 


6,87 


Hs. 169886 


tenascin XB 


86 


ACAGCGGCAAT 


4,63 


69 


14,90 


49,04 


Hs.74316 


desmoplakin (DPI, DPII) 


87 


GTAAAATCCCA 


0,21 


3 


14,29 


2,36 


Hs.278623 


ESTs, Weakly similar to 
ALU1 HUMAN ALU 
SUBFAMILY 


88 


CACTTGTAATC 


0,21 


3 


14,29 


2,36 


Hs.268488 


KIAA1185 protein 


89 


CTTGTAGTTCC 


0,21 


3 


14,29 


2,36 


Hs. 155983 


KIAA0677 gene product 


90 


GGG I I I I C I GG 


0,21 


3 


14,29 


2,36 


Hs. 153703 


ESTs, Moderately similar 
to DHSA HUMAN 
SUCCINATE 


91 


CAGCAGAACTG 


0,21 


3 


14,29 


2,36 


Hs. 11 7582 


CGI-43 protein 


92 


CCACAGGAGAA 


5,68 


81 


14,26 


56,23 


Hs. 169902 


solute carrier family 2 
(facilitated glucose 
transpo 


93 


ATAGCCAGGGA 


0,29 


4 


13,79 


3,02 


Hs.95582 


SRY (sex determining 
region Y)-box 20 


94 


GTACAAAAGTA 


0.29 


4 


13,79 


3,02 


Hs.9552 


binder of Arl Two 


95 


TCACAGGGTCC 


0,29 


4 


13,79 


3,02 


Hs.77886 


lamin A/C 


96 


TTCTGTGTGCC 


0,29 


4 


13,79 


3,02 


Hs.58715 


ESTs 


97 


TAGCCGGGACG 


0,73 


10 


13,70 


7,22 


Hs. 107740 


Kruppel-like factor 2 
(lung) 


98 


ATCACACAGCT 


0,44 


6 


13,64 


4,44 


Hs.79386 


leiomodin 1 (smooth 
muscle) 


99 


ATCTCGAAAGG 


0,59 


8 


13,56 


5,84 


Hs. 10784 


hypothetical protein 
FLJ20037 


100 


GACCCAACTGG 


0.15 


2 


13,33 


1,54 


Hs.89575 


CD79B antigen (immu- . 

noglobulin-associated 

beta) 


101 


CACAGGGAGGA 


0.15 


2 


13,33 


1,54 


Hs.84753 


KIAA0246 protein 


102 


CAGCTGGCCCA 


0.15 


2 


13,33 


1,54 


Hs.79732 


fibulin 1 


103 


GAGGGCTTTGC 


0.15 


2 


13,33 


1,54 


Hs.78183 


aldo-keto reductase 
family 1, member C3 (3- 
alpha hyd 


104 


GTGAGCCAAGA 


0.15 


2 


13,33 


1,54 


Hs.75410 


heat shock 70kD protein 
5 (glucose-regulated 
protein 


105 


TACCCCAAAAA 


0,15 


2 


13,33 


1,54 


Hs.6449 


hypothetical protein 
FLJ20542 


106 


CAGGATGCTTG 


0,15 


2 


13,33 


1,54 


Hs.56729 


lymphocyte-specific 
protein 1 


107 


AGTGTGTTGCA 


0,15 


2 


13,33 


1,54 


Hs.56105 


ESTs, Weakly similar to 
WDNM RAT WDNM1 

proteTn 


108 


AGGACCTGAAG 


0.15 


2 


13,33 


1.54 


Hs.32352 


hypothetical protein 
DKFZp434K1210 


109 


ATTCTGGTCAT 


0.15 


2 


13.33 


1.54 


Hs. 18878 


ESTs, Weakly similar to 
dJ876B10.4 [H.sapiens] 


11C 


CCTTTTGGGAG 


0,15 


2 


13,33 


1,54 


Hs. 186600 


ESTs 
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111 


CGGTTCATACA 


0,15 


2 


13,33 


1,54 


Hs. 169487 


Kreisler (mouse) maf- 
related leucine zipper 
homolog 






U, ID 


I 




1 f^A 

1 ,D4 


nS.10lOD4 


hypothetical protein 
FLJ20159 


nj 


i AA 1 O 1 1 AM 1 O 


U,10 




1 0,00 


1,04 


nS. 1 00924 


death-associated protein 
kinase 1 


114 






o 


10,00 


1,04 


Ue 'lOGniyl 

nS.l^yU14 


hypothetical protein 


I I O 




U, 1 J 


o 

<t 


1 o,oo 


1 


He 1 IfiO^ 
nb. 1 IO<£*tO 


aeoxyriDonuciease ii, 
lysosomal 


116 


AGCTTGAGTTC 


0,15 


2 


13,33 


1,54 


Hs. 11 7582 


CGI-43 protein 








7 


lOjdL I 


5 OA 


We 0A*iQA 


toiaie receptor i (tetai) 


118 


GTGAAGCCTCA 


0,38 


5 


13,16 


3,67 


Hs.271823 


ESTs 














nS./ oo<£ 


CO IS 


120 


GTGAAACTCTT 


0,23 


3 


13,04 


2,23 


Hs.29759 


RNA POLYMERASE 1 
AND TRANSCRIPT 
RELEASE 


121 


ATTTCCATTAA 


0,23 


3 


13,04 


2,23 


Hs.284126 


hairless (mouse) ho- 
molog 


122 


GTGGTAAGCAC 


0,23 


3 


13,04 


2,23 


Hs.271827 


ESTs, Moderately similar 
toALU7 HUMAN ALU 


123 


Gill IGCCCAC 


0,23 


3 


13,04 


2,23 


Hs. 151407 


cartilage intermediate 
layer protein, nucleotide 
pyr 


124 


GCCCACACAGC 


0,62 


8 


12,90 


5,71 


Hs.1690 


heparin-binding growth 
factor binding protein 


125 


TTTCCTCTCAA 


2,99 


38 


12,71 


25,3 


Hs. 184510 


stratifin 


126 


CGGGAGCGCTA 


1,05 


13 


12,38 


8,84 


Hs. 148590 


ESTs, Weakly similar to 
AF2Q8846J BM-004 
[H. sapiens 


127 


TTGCATATCAG 


0,82 


10 


12,20 


6,84 


Hs.82237 


ataxia-telangiectasia 
group D-associated 
protein 


128 


AGGCCTCGGCA 


0,41 


5 


12,20 


3,55 


Hs.286202 


Homo sapiens cDNA 
FLJ11346fis, clone 
PIj^CE1010900 


129 


GTGGCGAATGA 


0 


12 


12,00 


18,26 


Hs.69752 


desmocollin 1 


130 


TGTGAAGCCTT 


0 


12 


12,00 


18,26 


Hs.5476 


serine protease inhibitor, 
Kazal type, 5 


131 


TCAGACTTTTG 


0,76 


9 


11,84 


6,1 


Hs.5889 


ESTs, Weakly similar to 
AC004876_5 similar to 
predic 


132 


ATTTCTTCAAG 


0,76 


9 


11,84 


6,1 


Hs.31386 


ESTs, Highly similar to 
JE0174 frizzled protein-2 


133 


GAATTATACTT 


0,85 


10 


11,76 


6,73 


Hs. 104800 


hypothetical protein 
FLJ10134 


134 


TCTGGGGAACA 


0.26 


3 


11,54 


2.12 


Hs. 184390 


similar to aspartate beta 
hydroxylase (ASPH) 


135 


GCAAAAACCCG 


0,26 


3 


11,54 


2,12 


Hs. 1841 09 


ribosomal protein L37a 
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136 


AATGTTGTGCA 


0.35 


4 


11.43 


2,78 


Hs.91546 


cytochrome P450 reti- 
noid metabolizing protein 


137 


ACAATGTTGTA 


0,18 


2 


11.11 


1,43 


Hs.7678 


cellular retinoic acid- 
binding protein 1 


138 


CGAGAGTGTGA 


0,18 


2 


11,11 


1,43 


Hs.58210 


ESTs 


139 


GTATAAAAAAA 


0,18 


2 


11,11 


1,43 


Hs.27337 


hypothetical protein 
FU20623 


140 


AGGTCGAGGCT 


0,18 


2 


11.11 


1,43 


Hs.270125 


ESTs 


141 


CCCGGCCCAGT 


0.18 


2 


11.11 


1,43 


Hs.243324 


EST. Weakly similar to 
ALUA HUMAN !!!! ALU 
CLASS A 


142 


TTGACCCAGCC 


0,18 


2 


11.11 


1,43 


Hs.1 93745 


ESTs 


143 


TA1 I I IAI I IG 


0,18 


2 


11.11 


1,43 


Hs. 189999 


purinergic receptor 
(family A group 5) 


144 


GCATCATAGGT 


0,18 


2 


11,11 


1,43 


Hs. 1841 08 


ribosomal protein L21 
(gene or pseudogene) 


145 


TACCGCTCCCT 


0,18 


2 


11,11 


1.43 


Hs.172803 


Homo sapiens mRNA; 
cDNA DKF2p434G2416 
(from clone 


146 


CTCCTGTGGTC 


0,18 


2 


11,11 


1,43 


Hs.169851 


ESTs, Weakly similar to 
ALU4 HUMAN ALU 
SUBFAMILY 


147 


GGTGTCTCCTC 


0,18 


2 


11.11 


1,43 


Hs.146038 


ESTs 


148 


CAATCTTGTGA 


0.18 


2 


11,11 


1,43 


Hs.104353 


ESTs 


149 


CCTACAAAAAA 


0.09 




11.11 


0.69 


Hs 98288 


ESTs 


150 


TGTGCCCAGCC 


0.09 


1 


11.11 


0.69 


Hs.97905 


ovo (Drosophila) ho- 
molog-like 1 


151 


GATGGGGACAG 


0,09 


\ 


11.11 


0.69 


Hs.92195 


ESTs 


152 


TAAAAATATTG 


0,09 




11.11 


0.69 


Hs. 89695 


insulin receptor 


153 


TTTAAGTTAGG 


0,09 




11.11 


0,69 


Hs.82932 


cyclin D1 (PRAD1: para- 
thyroid adenomatosis 1) 


154 


GTATATGTATT 


0,09 


T 


11,11 


0,69 


Hs.7917 


DKFZP564K247 protein 


155 


CTAAAGTGTCA 


0,09 


1 


11,11 


0,69 


Hs.7910 


RING1 and YY1 binding 
protein 


156 


AATTTGGCTTT 


0.09 


1 


11,11 


0,69 


Hs.7734 


Homo sapiens cDNA 
FLJ20684 fis, clone 
KAIA3469 


157 


CCGTGGCACCA 


0,09 


\ 


11,11 


0,69 


Hs.77208 


ESTs 


158 


AGCACCCTTGT 


0.09 




11.11 


0,69 


Hs.75871 


protein kinase C binding 
protein 1 


159 


CCTTTGAGAGC 


0.09 


1 


11.11 


0,69 


Hs.71791 


hypothetical protein 


160 


TAAATGTAAAT 


0.09 


\ 


11.11 


0,69 


Hs 64096 


KIAA0427 gene product 


161 


TACAGACATAC 


0.09 




11.11 


0,69 


Hs.63984 


cadherin 13, H-cadherin 
(heart) 


162 


GTAGCATTTGC 


0,09 


1 


11,11 


0,69 


Hs 63302 


myotubularin related 
protein 3 


163 


AAGTAGGI I I 1 


0,09 




11,11 


0,69 


Hs.50216 


zinc finger protein 
(ZFD25) 


164 


ATCACTCCCCA 


0,09 




11,11 


0,69 


Hs.37058 


calcitonin/calcitonin- 
related polypeptide, 
alpha 
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165 


TAG GC AGACCT 


0,09 


1 


11,11 


0,69 


Hs.35488 


ESTs, Moderately similar 
toALU6 HUMAN ALU 


166 


GCCTGGCCAGG 


0,09 


1 


11,11 


0,69 


Hs.3343 


phosphoglycerate dehy- 
drogenase 


167 


GTCATCTTGTT 


0,09 


1 


11,11 


0.69 


Hs 32366 


ESTs Morierafplv similar 
to TWST.HUMAN 
TWIST 


168 


CTCAACAACCA 


0,09 


1 


11,11 


0,69 


Hs.30036 


ESTs, Weakly similar to 
ALU1 HUMAN ALU 
SUBFAMILY 


169 


TTATATTAATA 


0,09 


1 


11.11 


0.69 


Hs.29205 


alpha integrin binding 
protein 63 


170 


GATTAAACCTT 


0,09 


1 


11.11 


0,69 


Hs.287357 


ESTs, Moderately similar 
to rneningioma- 
expressed ant 


171 


GATGGAGGTTA 


0.09 


1 


11,11 


0,69 


Hs.285224 


ESTs, Weakly similar to 
unnamed protein product 
[H.s 


172 


TACAGGCGTGG 


0,09 


1 


11,11 


0,69 


Hs.283329 


ESTs 


173 


TGTGTGTGTAT 


0 09 


l 


11 11 




Hs 27867R 


UAmA conione mDMA' 

nornu oopicDa rnr\r>3M, 
cDNA DKF7n434J1fi30 
(from clone 


174 


GGTGCCTGTAA 


0,09 


1 


11,11 


0.69 


Hs.278425 


ESTs Weaklv similar to 

^m\* I w | v v vB r\i y will k W 

ALUC HUMAN !!!! ALU 
CLASS C 


175 


AAGTTGTGGCC 


0,09 


1 


11,11 


0,69 


Hs.278242 


tubulin, alpha, ubiquitous 


176 


ACAGGAGCGTT 


0,09 


1 


11,11 


0,69 


Hs.275896 


EST 


177 


ATGCCTACTCT 


0,09 


1 


11.11 


0,69 


Hs.274834 


EST 


178 


AGCACAATCTT 


0,09 


1 


11,11 


0,69 


Hs.274128 


Homo sapiens cDNA 
FLJ10131 fis, clone 
HEMBA1 003041 


179 


GTTCTGTTTGG 


0,09 


1 


11.11 


0,69 


Hs.271040 


ESTs 


180 


TTGTGATTATA 


0,09 


1 


11.11 


0.69 


Hs.26320 


T RABID protein 


181 


TATGCAGATCA 


0.09 


1 


11.11 


0,69 


Hs.254948 


ESTs 


182 


GTTGAGGACAT 


0.09 


1 


11.11 


0,69 


Hs.250520 


ESTs 


183 


GCCAGTGGCTG 


0,09 


1 


11.11 


0,69 


Hs.249720 


ESTs 


184 


G CAGATCTTTC 


0,09 


1 


11.11 


0,69 


Hs.248623 


EST 


185 


TTGAAACTTCT 


0.09 


1 


11.11 


0,69 


Hs.242481 


ESTs 


186 


CAAAAAGTTGA 


0,09 


1 


11,11 


0,69 


Hs.241425 


DKFZP58601422 pro- 
tein 


187 


CTCCATTCTCA 


0,09 


1 


11,11 


0,69 


Hs.23803 


Homo sapiens mRNA; 
cDNA DKFZp434M2217 
(from clone 


188 


GCCACAGCTGG 


0,09 


1 


11.11 


0.69 


Hs.23565 


ESTs 


189 


GGGAAAGAAGG 


0,09 


1 


11,11 


0,69 


Hs.233193 


EST 


190 


CAAAAGAATAA 


0.09 


1 


11.11 


0,69 


Hs.233013 


EST 


191 


TAACAGTAATA 


0,09 


1 


11.11 


0,69 


Hs.231913 


ESTs 


192 


TGCCTAGGAAA 


0,09 


1 


11,11 


0,69 


Hs.226356 


Homo sapiens mRNA; 
cDNADKFZp586F1922 
(from clone 


193 


CCCTAGGAGAC 


0.09 


1 


11.11 


0,69 


Hs.2 17484 


ESTs 
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194 


GGGTTGTTGTA 


0,09 


1 


11,11 


0,69 


Hs.211258 


ESTs 


195 


AACCCCCAAAC 


0,09 


1 


11.11 


0,69 


Hs.207181 


ESTs 


196 


CI I I I I ICI I I 


0.09 


1 


11.11 


0,69 


Hs.204917 


EST 


197 


TGGGAATTGTG 


0,09 


1 


11.11 


0,69 


Hs.203750 


EST 


198 


CATTCCAGCCT 


0,09 


1 


11.11 


0,69 


Hs.201306 


ESTs 


199 


GCTGGAGTGCA 


0.09 


1 


11,11 


0,69 


Hs. 195484 


Homo sapiens mRNA full 
















length insert cDNA clone 
















EURO 


200 


GAAGGCCAGCT 


0.09 


1 


11.11 


0,69 


Hs. 194624 


ESTs 


201 


ACGTATTTGAG 


0.09 


1 


11,11 


0,69 


Hs. 193488 


Homo sapiens mRNA; 
















cDNA DKFZp43401521 
















(from clone 


202 


TAATTTAAACC 


0.09 


1 


11.11 


0.69 


Hs. 18800 


hypothetical protein 
















FLJ20281 


203 


CTAAATGTGAA 


0.09 


1 


11.11 


0,69 


Hs.181163 


high-mobility group 
















(nonhistone chromoso- 
















mal) protein 


204 


CCTGGCTCTAA 


0.09 


1 


11,11 


0.69 


Hs.178705 


Homo sapiens cDNA 
















FLJ11333 fis, clone 
















PLACE1010616 


205 


CTGTCCTTGTT 


0.09 


1 


11,11 


0.69 


Hs. 176333 


ESTs 


206 


CAATATTTGAG 


0.09 


1 


11,11 


0,69 


Hs. 174030 


a disintegrin and metal* 
















loproteinase domain 28 


207 


CAATGGATGGC 


0.09 


1 


11,11 


0,69 


Hs. 170673 


ESTs, Weakly similar to 
















AF126780_1 retinal 
















short-cha 


208 


GTCCTTGACCA 


0,09 


1 


11,11 


0,69 


Hs.170524 


ESTs 


209 


GCAATGACCTG 


0,09 


1 


11,11 


0,69 


Hs.1702 


interleukin 9 receptor 


210 


TCCTAATTCAG 


0,09 


1 


11,11 


0,69 


Hs.170162 


KIAA1357 protein 


211 


TTAATGATCTT 


0,09 


1 


11,11 


0,69 


Hs. 165240 


ESTs 


212 


TTAAGTGTTCT 


0,09 


1 


11,11 


0,69 


Hs. 159239 


toll-like receptor 4 


213 


TGAAGCGTTTA 


0.09 


1 


11,11 


0.69 


Hs.1 55693 


protein tyrosine phos- 
















phatase, non-receptor 
















type 21 


214 


GTGGAGCTTAA 


0.09 


1 


11,11 


0,69 


Hs. 152385 


ESTs 


215 


GAGACTGGGGC 


0,09 


1 


11,11 


0,69 


Hs. 142854 


ESTs 


216 


GTGGTACTCGC 


0.09 


1 


11,11 


0,69 


Hs. 14 1840 


ESTs, Weakly similar to 
















S59501 interferon recep- 
















tor J 


217 


TGCAGTGCTTG 


0,09 


1 


11,11 


0,69 


Hs. 141 660 


chloride channel 2 


218 


AGCTTATTGGC 


0,09 


1 


11,11 


0,69 


Hs. 137732 


KIAA1098 protein 


219 


ACTTCTGCTTA 


0,09 


1 


11,11 


0,69 


Hs.13740 


ESTs 


220 


GATAGAAATTT 


0,09 


1 


11,11 


0,69 


Hs.131987 


ESTs 


221 


TTTGACTAATT 


0.09 


1 


11,11 


0,69 


Hs.131761 


ESTs 


222 


TCAAAATGACA 


0.09 


1 


11,11 


0,69 


Hs.131272 


ESTs 


223 


CCAGCTAGTTT 


0.09 


1 


11,11 


0,69 


Hs. 128692 


ESTs 


224 


TAGAGGAGTTG 


0,09 


1 


A A A A 

11,11 


0,69 




to I S 


225 


GGGAAACACCA 


0.09 


1 


11,11 


0,69 


Hs.123471 


EST 


226 


GAAATGAGTGT 


0.09 


1 


11.11 


0,69 


Hs.1200 


arachidonate 12- 
















lipoxygenase 


227 


ATCTTGGTACT 


0.09 


1 


11,11 


0.69 


Hs.118162 


fibronectin 1 
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228 


CATATCATCTC 


0,09 


1 


11,11 


0 69 


Hs 1 18130 

• IS. 1 IU 1 ww 


CO 1 5 


229 


ATGTGAC I I I I 


0,09 


1 


11,11 


0,69 


Hs.1 17582 


CGI-43 protein 


230 


CCACTGTAAGC 


0.09 


1 


11,11 


0,69 


Hs. 117582 


CGI-43 protein 




TATAAGGCTGA 


0 OQ 


■ 


1111 


u,oy 


We 1 4,4*^47 

nS. 1 i**0*fr / 


fcbis, Weakly similar to 
ZN84_HUMAN ZINC 
Fiwr;pp 


232 


GCCACTGCCAC 


0,09 


1 


11 11 


0 69 


H<; 1 194fiS 


o wu caiciurn-Dinoing 
protein A9 (calgranulin 
B) 


233 


TGAGGCCAGGG 


0,09 

*^,ww 


1 


11,11 


0,69 


Hs 110128 

1 • W ■ 1 1 V 1 w^ 


hv/nnthptiral nrntpin 

• tjfJ\Jkt Iwllwul UlUlwIll 

FLJ10060 


234 


GTTTATTTGAA 


0.09 


1 


11,11 


0,69 


Hs. 109087 


ESTs 


235 


AAAATTGTTAG 


0,09 


1 


11,11 


0 69 

V i w w 


Hs 10760 

1 lO. lUl ww 


i lyjjuu icuwai protein 


236 


GTGATGGGCTC 


0.82 


9 


10,98 


5,88 


Hs.25482 


envoplakin 


237 


AGGCTCCTGGC 


4,81 


52 


10,81 


31,57 


Hs.24395 


small inducible cytokine 
subfamilv R (C\t*-)£-C\j*\ 

me 


238 


AACAGCAAGGA 


0,47 


5 


10,64 


3,33 


Hs.20665 


ESTs 


239 


CCACGGGATTC 


1.32 


14 


10,61 


8,79 


Hs. 119571 


collagen, type III, alpha 1 
(cniers-uanios syn- 

uroiiiB 




f5 ATTTT G H II 


0 3ft 


A 






ns. / oo 


eany growin response i 


241 


TATAGCCCTCA 


0,38 


4 


10,53 


2,68 


Hs.64311 


a disintegrin and metal- 
loproteinase domain 17 


242 


GTGACACGTGC 


0,38 


4 


10 53 

1 w j w w 


2 68 

, wW 


Hs 282996 

I IW.&.W&WWU 


ESTs 


243 


AGCTGTCGTAG 


0,29 


3 


10,34 


2 02 


Hs 86674 


ESTs 


244 


ATTGTTTCAAG 


0,29 


3 


10,34 


2,02 


Hs.32366 


ESTs, Moderately similar 
toTWST HUMAN 
TWIST 


245 


AGACCCTGTCT 


0,29 


3 


10,34 


2,02 


Hs.239283 


ESTs 


246 


TTGGCAAGGCT 


0.29 


3 


10,34 


2,02 


Hs. 184720 


ESTs 


247 


ATCATAGCTCA 


0.59 


6 


10,17 


3,87 


Hs.97876 


ESTs. Moderately similar 
to ALU1_HUMAN ALU 



DE 101 00 127 A 1 



label le 2 



Nr. 


Tag_Sequence 


CGAP 


Rel. 

Expr. 

Haut 


Quo- 
tient 


signi- 
fic. 


UniGene 
Acc.-Nr. 


Beschreibung 


248 


CCTACCACCAT 


1,11 


11 


9,91 


6.73 


Hs.8468 


RelA-associated inhibitor 


249 


CCAGGGCAACA 


4,1 


40 


9,76 


23.03 


Hs. 120980 


(Manual assignment) 
ORF-less transcript in 
MEN1 regi 


250 


TACAG1A I I I I 


0,21 


2 


9,52 


1.33 


Hs.82921 


solute carrier family 35 
(CMP-sialic acid trans- 
porte 


251 


TGCCAGGTGCA 


0,21 


2 


9,52 


1,33 


Hs. 75442 


albumin 


252 


1 1 I I I IAI ICC 


0,21 


2 


9,52 


1.33 


Hs.327 


interleukin 10 receptor, 
alpha 


253 


AAIA1 I I I IAI 


0,21 


2 


9,52 


1.33 


Hs.31386 


ESTs, Highly similar to 
JE0174 frizzled protein-2 


254 


GAGAACCACCT 


0.21 


2 


9,52 


1.33 


Hs.30250 


v-maf musculoaponeu- 
rotic fibrosarcoma 
(avian) oncoge 


255 


GACACACCGAA 


0,21 


2 


9,52 


1.33 


Hs.274243 


receptor tyrosine kinase- 
like orphan receptor 1 


256 


GGCTTGTCTAT 


0.21 


2 


9,52 


1.33 


Hs.23294 


ESTs, Weakly similar to 
weak similarity to HSP90 
[C 


257 


GGCAATATAGT 


0,21 


2 


9,52 


1.33 


Hs. 194429 


ESTs, Weakly similar to 
unknown protein 
[H.sapiens] 


258 


AGGATAACTTC 


0,21 


2 


9,52 


1.33 


Hs. 184482 


DKFZP586D0624 pro- 
tein 


259 


GATCAATCAGT 


0.21 


2 


9,52 


1,33 


Hs. 16530 


small inducible cytokine 
subfamily A (Cys-Cys), 
memb 


260 


TTGAATATTAA 


0,21 


2 


9,52 


1.33 


Hs. 161554 


hypothetical protein 
FLJ201 59 


261 


TCCTCACTTCA 


0,21 


2 


9,52 


1.33 


Hs. 158455 


ESTs 


262 


GTTGCAGCATT 


0,21 


2 


9,52 


1,33 


Hs. 147189 


HYA22 protein 


263 


GTGTCTGTCTC 


0.21 


2 


9,52 


1.33 


Hs. 137432 


ESTs 


264 


GGCCTCTCCGA 


0.21 


2 


9,52 


1.33 


Hs. 132834 


hematopoietic protein 1 


265 


ACAGAATGCCT 


1,79 


17 


9,50 


9,96 


Hs.79732 


fibulin 1 


266 


GGGGCTGCCCA 


1,58 


15 


9,49 


8.82 


Hs.195727 


tumor endothelial marker 
1 precursor 


267 


AAAATCGCTTG 


0,53 


5 


9,43 


3.14 


Hs.226581 


COX15 (yeast) homolog, 
cytochrome c oxidase 
assembly 


268 


GTATAAACGTC 


0,32 


3 


9,38 


1.93 


Hs.237356 


stromal cell-derived 
factor 1 


269 


CACTTTACCAG 


0,32 


3 


9,38 


1.93 


Hs.170019 


runt-related transcription 
factor 3 



DE 101 00 127 A 1 



270 


1 I AA I ACAGT 


0 32 






1 


ns. iwc#o*tu 


serum/giucocorticoid 
regulated kinase 


271 


TCAGCGACCCT 


0 44 


i 




2 4Q 

^,*4w 


He IfiQCMfi 


i M-Dinaing protein o 


272 


ATGGCACATTC 


0,44 


4 


9,09 


2,49 


Hs. 14328 


Homo sapiens mRNA; 
cDNA DKFZp7620l24 


273 

6m I W 


AGGCTCAGGTC 


o 


g 

w 


9 00 

W, WW 


13 62 


He 78344 


rnyosin, neavy polypep- 
tide 11 smooth mnerlo 


274 


AACAGGGGCCA 


0,56 


5 


8,93 


3,05 


Hs.262958 


ESTs, Weakly similar to 
alternatively spliced 
Drodue 


275 


CTGAAATCTAT 


0,56 


5 


8,93 


3 05 

W, WW 


Hs 253467 


ESTs 


276 


GAGAAATCCCG 


0 56 


5 


8,93 


3,05 


Hs 150298 

1 iv> iww&ww 


ESTs 


277 


TCAAAAGACCT 


1,38 


12 


8 70 

W, r w 


6 8 

w,U 


Hs 25647 


\/*foe f-R 1 mi irirto ne. 

IvUOOl Vm>w) 1 la VII Ol wllww* 

gene homolog 


278 


GAAAACAAACA 


0,23 


2 


8,70 


1,25 


Hs.83004 


interleukin 14 


27Q 


TC5CATCTGTAC 


W, J&W 




8 70 

w, / w 


1 2^ 

1 ,&w 


5R5RQ 


yiywugenin & 


280 


ATGAAACTCCA 


0,23 


2 


8.70 


1,25 


Hs.277951 


EST 


281 


TTTATTCCTCT 


0,23 


2 


8.70 


1,25 


Hs.26290 


ESTs 






w,<£w 


O 


O, / U 


4 OR 


nS.^ODl 1 0 


cbT, Weakly similar to 
ALU1 HUMAN ALU 
SUBFAMILY J 




UAO 1 A 1 o 1 r\nJ\ 


n oi 




O 7ft 


-1 *5C 
1 ,diw 


MS.^414w 


WiSKOtt-Alonch syn- 
Qrome proiein inieraciing 
protein 




TAP Af^P f^r^r Af-i 






ft 70 


1 9*1 


He 90^fi1fi 


to i s, weaKiy similar to 
ALU 1_ HUMAN ALU 

OUDr MlvIlL T 










ft 70 


1 95 

I ,(&W 


Uc 17fififUl 
no. I / ODU^v 


CO 1 o 


286 


CGATGCTGACG 


0,23 


2 


8,70 


1,25 


Hs.161554 


hypothetical protein 


287 


GTGGTGTAATC 


0.35 


3 


8,57 


1,84 


Hs.261734 


ESTs, Moderately similar 

lO nLU f nUIWMN ALU 


288 


TATCCCAGAAT 


0,35 


3 


8.57 


1,84 


Hs. 17581 9 


EST 


09KQ 






•i 


ft -i7 




He 1Rfi99 


2inc linger proiein loo 
(LIM domain) 


290 


TCGAAACGCTG 


0 35 

V, ww 


3 

w 


8 57 

W, W f 


1 84 


Hs 136528 


co i9 ( tviuuci caicty dirfiiidr 
toALUI HUMAN ALU 


291 


ACAT1CI III! 


2,58 


22 


8,53 


11,94 


Hs.82226 


glycoprotein (transmem- 

orane j nmo 




r+Tflt 1 I^TTPA 

U lo 1 1 lol 1 U A 




0 


o,oi 


A CO 




myosin, iignt polypeptide 
Kinase 










0,01 


0 At 


ns. y^so 


elastin (supravalvular 
aunic oiciiDsis, vviiiiams* 
Beu 


294 


GGTGAAACCCC 


0,47 


4 


8,51 


2,41 


Hs.284878 


EST 


295 


GCCAAACCCCA 


0.47 


4 


8.51 


2,41 


Hs. 194264 


ESTs 


296 


GCCGACGCCAG 


0,47 


4 


8,51 


2.41 


Hs.165565 


ESTs 


297 


GAAGAGGACAA 


0,59 


5 


8,47 


2,97 


Hs.120451 


ESTs 


298 


TAAATAAGAAA 


0,12 


1 


8,33 


0,61 


Hs.99875 


zona pellucida binding 
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protein 


299 


AAAGATCCCTC 


0,12 


\ 


8,33 


0,61 


Hs.94998 


ESTs 


300 


ATCAAAGGTTA 


0,12 




8,33 


0,61 


Hs.94795 


Homo sapiens mRNA; 
cDNA DKF2p5640222 
(from clone 


301 


GCAAGGTTGGT 


0,12 


I 1 


8,33 


0,61 


Hs.94761 


ESTs, Weakly similar to 
OAA0561 protein 
H.sapiens] 


302 


GGGACAAAAAA 


0,12 


T 


8.33 


0.61 


Hs.93788 


ESTs 


303 


ACTACCTCTGA 


0,12 


1 


8,33 


0.61 


Hs.92254 


lypothetical protein 
FLJ20163 


304 


GCTGGGCCCAG 


0,12 


1 


8,33 


0.61 


Hs. 90964 


Homo sapiens cDNA 
FLJ20812 fis, clone 
ADSE01316 


305 


CAAAGAAATAG 


0,12 




8,33 


0,61 


Hs.88653 


ESTs 


306 


AATACAAGTAT 


0,12 


J 


8,33 


0.61 


Hs.8707 


KIAA1301 protein 


307 


CTCTGTGGCTC 


0,12 




8,33 


0,61 


Hs.85112 


insulin-like growth factor 
1 (somatomedia C) 


308 


TATTTGAAAGT 


0,12 


; 


8,33 


0,61 


Hs.82664 


ETAA16 protein 


309 


CCCGCCTCCGT 


0.12 




8,33 


0.61 


Hs.82071 


Cbp/p300-interacting 
transactivator l with 
Glu/Asp-ri 


310 


TCACCGTAGCC 


0,12 


— i 


8,33 


0,61 


Hs.82042 


solute carrier family 23 
{nucleobase transport- 
ers), 


311 


CCAAAAATTAA 


0,12 


1 


8,33 


0,61 


Hs.81424 


ubiquitin-like 1 (sentrin) 


312 


ACTCGTATATG 


0,12 


1 


8,33 


0,61 


Hs.81134 


interleukin 1 receptor 
antagonist 


313 


TCAAGATGAAG 


0,12 




8,33 


0,61 


Hs.78948 


Rab 

geranylgeranyltransferas 


314 


CGTCTATCCAT 


0.12 


1 


8,33 


0.61 


Hs.76084 


tertortfiSubunit 


315 


AAAGTGAAATG 


0,12 


J 


8,33 


0,61 


Hs.75912 


KIAA0257 protein 


316 


TTCTGGTGCTG 


0.12 




8,33 


0,61 


Hs.75725 


transgelin 2 


317 


CTGGCGTCGTC 


0,12 


1 


8,33 


0.61 


Hs.75640 


natriuretic peptide pre- 
cursor A 


318 


GGCTGGGGAGG 


0.12 


\ 


8,33 


0,61 


Hs.75061 


MARCKS-like protein 


319 


TGCCCCCAAAA 


0,12 




8,33 


0,61 


Hs.74649 


cytochrome c oxidase 
subunit Vic 


320 


TTTATTGAACA 


0.12 


! 


8,33 


0,61 


Hs.74649 


cytochrome c oxidase 
subunit Vic 


321 


CTTTCCTCATT 


0,12 


1 


8,33 


0,61 


Hs.7381 


voltage-dependent anion 
channel 3 


322 


TTGGACTGAGG 


0,12 


1 


8,33 


0,61 


Hs.6518 


ganglioside expression 
factor 2 


323 


AGCATTAAAAA 


0,12 


1 


8,33 


0.61 


Hs.61638 


myosin X 


324 


CTGCTTTAAAA 


0,12 




8,33 


0.61 


Hs. 56023 


brain-derived neurotro- 
pnic Tacior 


325 


TGCTTAAAAAT 


0.12 




8,33 


0,61 


Hs.5534 


ESTs 


326 


ATGAACCCCCT 


0.12 




8,33 


0.61 


Hs.5011 


RNA binding motif pro- 
tein 9 


327 


TGAAACTTCCC 


0.12 


1 


8.33 


0.61 


Hs.4994 


transducer of ERBB2, 2 
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32G 


CAAACAAAAAA 


0 12 

w, 1 4 


> 1 

m 




i n fii 




hypothetical protein 


329 


GAGGTAACTAC 


0,12 


> 1 


8,33 


I 0.61 


Hs.43712 


ESTs 


33C 


CATTAAAAAAT 


0,12 


> 1 


8,32 


I 0.61 


Hs.36908 


activating transcription 
factor 1 


331 


CAATGGTGAAA 


0 12 


> 1 
> 


ft ^' 


' w\D 


ns. oouyo 


lymphoid blast crisis 
oncogene 


332 


CTAATGAATGT 


0,12 


! 1 


8,33 


l 0.61 


Hs.29809 


Homo sapiens mRNA; 
cDNA DKFZp434C185 
(from clone 


333 


AGGGCI 1 1 CAC 


0 12 


j 


ft ^ 

0,00 


n fti 




ribosomal protein L10 


334 


TAACCGTGGAA 


0 12 


i 


ft 11 






uncharacterized hema- 
topoietic stem/progenitor 
cells 


335 


TCTCCCACACC 


0,12 


1 


8,33 


0,61 


Hs.2961 


S100 calcium-binding 
proiein t\o 


336 


CCTGGATCTCC 


0,12 


1 


8 33 

\J , WW 


0 81 


He 9ft^ni 


CO 1 5 


337 


GGCCTGGCACT 


0,12 


1 


8.33 


0,61 


Hs.283388 


ESTs 


lift 


apt t tmi i t nr 

MO 1 1 1 O 1 1 1 1 D 




A 
1 


O.dw 


U,b 


HS. 28219 


protein phosphatase 2 
(formerly 2A), regulatory 
subu 




VJ 1 OML/V300 1 o 1 




A 
1 


8,33 


0,61 


Hs. 279361 


EST 








A 

1 


O 

O, JO 


0,61 


Hs.279009 


seven in absentia (Dro- 
sophila) homolog 1 


341 


AGCCCCCGCGC 


0,12 




8,33 


0,61 


Hs.272320 


Homo sapiens mRNA; 
cDNA DKFZp434L1226 
(from clone 


342 


TA1 CAICA1TC 


0 12 




ft 11 

0,0)0 




-Ic 07HQ77 


COTc — 

to I S 


343 


TTCCCTGAGCA 


0,12 




8,33 


0,61 


Hs.26198 


ESTs, Weakly similar to 
ALUI^HUlViAN ALU 

oUDrAlvllLY 


344 


TAGTCTAAGGC 


0 12 


1 


ft ^ 

O,w0 


v.Ol 


J c OR-17QO 


ho I S 


w*t «j 




n 19 


1 


o.oo 




nS.^Dwbbo 


EST 


346 


G A 1 I I 1 AAATG 


0 12 


I 


ft ^ 

o,oo 


n ri 


ns.^oooo 


interleukin 1 receptor, 
xype H 


347 


CCTGGCTAACA 


0,12 


1 


8,33 


0,61 


Hs.252124 


ESTs 


348 


CTGTACAGACC 


0,12 


1 


8,33 


0,61 


Hs.251653 


tubulin, beta, 2 


349 


GGCACCAGAGC 


0 1? 


1 


ft 11 




ns.^*»yo I*? 


toT 


350 

www 


GCGAACTCCGT 


0 12 


1 

I 


ft 


n fti 




to 1 S 


351 


CGCGTCCGTGT 


0,12 


1 


8.33 


0,61 


Hs.243929 


ESTs 


352 


GIN IGGTTTA 


0,12 


1 


8,33 


0,61 


Hs.241336 


Homo sapiens mRNA; 
CUIMA DKFZp554G0422 
from clone 




'* 1 \ 1 1 1 GCiCAC 

O 1 I 1 1 ■ VjOW^VW 


0 12 


I 


ft ^ 
0,00 






to I S 


354 


GTGGGGGGCGC 

\J 1 w w w Www vw v 


0 19 
w, I 


I 


ft 11 


U,D 1 


nS.Z4UUo i 


EST, Weakly similar to 

Al 1 tO i~tl IMAM aim 

MLUZ_ nUIViAN ALU 
SUBFAMILY S 


355' 


ICI 1 ICCAAC1 


0,12 


1 


8,33 


0,61 


Hs.22394 


hypothetical protein 
FLJ 10893 


356' 


TAGTAGGGCTC 


0,12 


1 


8,33 


0,61 


Hs.21914 


ESTs 


357/ 


<\GGACATAACA 


0,12 


1 


8,33 


0,61 


Hs.213793 


ESTs 


358 


TTGI 1 1 IAAGA 


0,12 


1 


8,33 


0,61 


Hs.211519 


hypothetical protein 
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LOC56757 


359 


GTGGCACATCT 


0,12 


1 


8.33 


0.61 


Hs.208925 


ESTs, Weakly similar to 
alternatively spliced 
produc 


360 


CACATTGAGGC 


0,12 


1 


8.33 


0.61 


Hs.207122 


EST 


361 


AGGCTAGCACT 


0,12 


1 


8.33 


0.61 


Hs.206259 


Homo sapiens mRNA for 
KIAA1190 protein, partial 
cds 


362 


CCCCTGCCCTC 


0,12 


1 


8.33 


0.61 


Hs.203317 


EST 


363 


TTGTCTCTTGA 


0,12 


1 


8,33 


0.61 


Hs.20104 


ESTs 


364 


TGGGTACACTG 


0,12 


1 


8,33 


0,61 


Hs.200030 


ESTs, Weakly similar to 

A 1 II t~\ 1 II II 1 A kl lltl A 1 II 

ALUB_HUMAN !!!! ALU 

r*\ ACQ D 
L/L/\oo D 


365 


GGCAGTGGTAA 


0,12 


1 


8,33 


0,61 


HS. 1970/5 


:o 1 S 


366 


CATAAATGTTA 


0,12 


1 


8,33 


0,61 


Hs.19479 


ESTs 


367 


AGATTACCCAC 


0.12 


1 


8,33 


0.61 


Hs.192155 


ESTs 


368 


ACTGGCTCAGG 


0,12 


1 


8,33 


0.61 


Hs.190719 


ESTs 


369 


CTTGTAGTCTC 


0,12 


1 


8.33 


0,61 


Hs. 189073 


ESTs 


370 


AGCCCAGCTGG 


0,12 


1 


8,33 


0,61 


Hs. 18857 


ESTs 


371 


GAGGGCAATCT 


0,12 


1 


8,33 


0.61 


Hs. 186753 


ESTs, Weakly similar to 
ALU1 HUMAN ALU 
SUBFAMILY 


372 


CTGAAACAGGA 


0,12 


1 


8,33 


0,61 


Hs. 183601 


regulator of G-protein 
signalling 16 


373 


GCCCTACCTGC 


0.12 


1 


8.33 


0,61 


Hs.1 82740 


ribosomal protein S11 


374 


GCCAACGGCGT 


0,12 


1 


8,33 


0,61 


Hs.181002 


MLL septin-like fusion 
(NOTE: non-standard 
symbol an 


375 


GTAAAGATGAA 


0,12 


1 


8,33 


0,61 


Hs.1 75941 


B-cell receptor- 
associated protein 
BAP29 


376 


GGGGTAATTTT 


0.12 


1 


8.33 


0,61 


Hs. 173497 


Sec23 (S. cerevisiae) 
homolog B 


377 


AGGACAATGAA 


0.12 


1 


8,33 


0,61 


Hs.173135 


dual-specificity tyrosine- 
s-phosphorylation 
regula 


378 


TTTGCACTTTT 


0.12 


1 


8,33 


0,61 


Hs.167114 


ESTs, Highly similar to 
AF070470J SPARC- 
related pro 


379 


CTGAAGTGCAG 


0.12 


1 


8.33 


0,61 


Hs.1 66609 


ESTs 


380 


CCCATTCAGTC 


0,12 


1 


8,33 


0.61 


Hs.1 61 554 


hypothetical protein 
FLJ20159 


381 


TAATGTTCTCA 


0,12 


1 


8.33 


0,61 


Hs.1 60271 


G protein-coupled recep- 
tor 48 


382 


GTTTCTGCAGA 


0,12 


1 


8,33 


0,61 


Hs.1 59642 


glucosaminyl (N-acetyl) 
transferase i , core z 
(beta- 


383 


GCAGATTCTCA 


0,12 


1 


8.33 


0,61 


Hs.1 57716 


ESTs 


384 


GGAATGAGGGG 


0.12 


1 


8.33 


0,61 


Hs.1 56452 


ESTs 


385 


GAGAGGAACTA 


0,12 


1 


8,33 


0,61 


Hs.1 53523 


ESTs 


386 


TTCGACAGGCT 


0.12 


1 


8.33 


0,61 


Hs.1 52925 


KIAA1268 protein 
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387 


CTCCAGCCTGG 


0,12 


1 


8,33 


0,61 


Hs.145331 


ESTs. Weakly similar to 
ALUF HUMAN "HALL) 
CLASS F 


388 


AGICIGIAI I I 


0,12 


1 


8,33 


0,61 


Hs. 144906 


ESTs 


389 


GAG 1 A I IAI 1 r 


0,12 


1 


8,33 


0,61 


Hs.143738 


ESTs Weaklv similar to 
EPS8 HUMAN EPI- 
DERMAL 


390 


TACTGTACTCC 


0.12 


1 


8.33 


0,61 


Hs.143198 


hypothetical protein 
similar to tumor suppres- 
sor p33 


391 


AAAATAAAATG 


0,12 


1 


8,33 


0.61 


Hs. 142908 


E2F-like protein 


392 


CCCAGGAGTTT 


0,12 


1 


8.33 


0.61 


Hs. 13785 


ESTs 


393 


AAAATACAGTG 


0,12 


1 


8.33 


0.61 


Hs. 136433 


ESTs 


394 


CATTTGGCCGG 


0,12 


1 


8.33 


0.61 


Hs. 136031 


ESTs 


395 


CAGGACCTGAA 


0,12 


1 


8.33 


0.61 


Hs. 135971 


ESTs 


396 


TCATTAACAAA 


0,12 


1 


8.33 


0,61 


Hs. 135260 


ESTs 


397 


CAGTAGGATAA 


0,12 


1 


8,33 


0,61 


Hs. 134541 


ESTs 


398 


GCCTCACCTGG 


0.12 


1 


8.33 


0,61 


Hs. 128514 


ESTs 


399 


TCTGTATCAAA 


0,12 


1 


8,33 


0.61 


Hs. 128408 


ESTs, Moderately similar 
toALUI HUMAN ALU 


400 


TGATTTGTGAA 


0,12 


1 


8,33 


0,61 


Hs. 12282 


ESTs 


401 


AG G AT ATTGGA 


0,12 


1 


8,33 


0,61 


Hs. 11 7721 


ESTs 


402 


GTGGTACACAG 


0,12 


1 


8,33 


0,61 


Hs. 11 7582 


CGI-43 protein 


403 


TTGGCCAGATT 0,12 


1 


8,33 


0,61 


Hs. 11 7582 


CGI-43 protein 


404 


ATTCTTGTACA | 0,12 


1 


8,33 


0,61 


Hs. 11 7527 


ESTs 


405 


CCTTCTTGGGG 


0,12 


1 


8,33 


0,61 


Hs. 11 7474 


ESTs 


406 


TACTGGAAGGC 


0,12 


1 


8,33 


0,61 


Hs. 11 6874 


ESTs, Weakly similar to 
Dutative d1 50 

[H. sapiens] 


407 


GTGGTGGTTGG 


0,12 


1 


8.33 


0,61 


Hs. 11 4408 


toll-like receptor 5 


408 


AGTAATGAAAA 


0,12 


1 


8,33 


0.61 


Hs.11217 


KIAA0877 protein 


409 


I IAGI I ( IGCl 


0,12 


1 


8.33 


0.61 


Hs. 108885 


collaaen. tvDe VI alDha 

1 


410 


GCTAATATATT 


0,12 


1 


8,33 


0.61 


Hs. 107883 


ESTs 


411 


TCTTGACTCCC 


0,12 


1 


8.33 


0.61 


Hs. 107265 


ESTs 


412 


TGTACTTAATT 


0,12 


1 


8.33 


0.61 


Hs. 107082 


ESTs, Moderately similar 
to alternatively sDliced nr 


413 


CTCAGCAGGAG 


0,12 


1 


8,33 


0,61 


Hs. 105489 


ESTs Weaklv similar to 
AF109127_1 stromal 
cell-deri 


414 


GGTACAATCCG 


0,12 


1 


8.33 


0.61 


Hs. 104557 


hypothetical protein 
FL J 10697 


415 


ACTCCAGACCT . 


0.12 


1 


8.33 


0.61 


Hs. 104350 


ESTs 


416 


GAGAAACTCCG 


1,08 


9 


8,33 


5.04 


Hs. 184367 


GTPase activating pro- 
tein-like 


417 


CCCAGAGACCC 


2,31 


19 


8,23 


10,13 


Hs.21223 


calponin 1, basic, 
smooth muscle 


418 


GCAAGAAAGTG 


2,84 


23 


8,10 


12,05 


Hs.155376 


hemoglobin, beta 


419 


AAACAATAAAA 


0 


8 


8,00 


12,08 


Hs.229971 


EST 


420 


CGTGGGACACT 


0 


8 


8.00 


12.08 


Hs.110196 


NICE-1 protein 


421 


CTGTTCTCTTG 


0,5 


4 


8,00 


2,33 


Hs.46824 


ESTs 
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422 


TAGTTGGAAAA 


4,16 


33 


7,93 


16,82 


Hs.1119 


nuclear receptor subfam- 
ily 4, group A, member 1 


423 


GTGAAAGCCTG 


0,76 


6 


7,89 


3,35 


Hs.258926 


EST 


424 


TTGGTTTGCTG 


0,38 


3 


7,89 


1,76 


Hs.284326 


Human clone 23960 
mRNA sequence 


425 


CCTGTAATTCA 


0,38 


3 


7,89 


1,76 


Hs.277331 


EST, Weakly similar to 
ALUS HUMAN ALU 
SUBFAMILY 


426 


AAACCCCGTCT 


0,38 


3 


7,89 


1.76 


Hs.273464 


ESTs, Weakly similar to 
ALU2 HUMAN ALU 
SUBFAMILY 


427 


ATCGCACTACT 


0,38 


3 


7,89 


1,76 


Hs.161721 


ESTs 


428 


TTGAGGGGGTG 


2,17 


17 


7,83 


8,86 


Hs.76549 


(Manual assignment) 
MEMOREC unassign- 
able (probably r 


429 


TTTGG 1 1 M CC 


A A T A 

14,74 


A A C 

115 


t on. 

7,80 


56,2 


Hs. 179573 


collagen, type I, alpha 2 


430 


ACAAAACCCCG 


0,91 


7 


"7 CO 

7,09 






col 


431 


GTGCTCAATAG 


0,26 


2 


"7 CO 

7,69 


1,18 


QC07 

rlS.ooo/ 


CO I S 


432 


a * ^S ^S A ^^**^ AAA 

CAACCAGTAAA 


0,26 


2 


7,69 


4 AG 

1,18 


LJ*. TOft4 A 

Hs. 79914 


lumican 


433 


AGTTTATGCCC 


0,26 


2 


7,69 


1,18 


Hs.76591 


KIAA0887 protein 


434 


TTCACATTGTC 


0,26 


2 


7,69 


1,18 


Hs.285804 


ESTs 


435 


CCTGGCCTAGA 


0,26 


2 


7,69 


1.18 


Hs.285472 


ESTs 


436 


AAACTGGGAGG 


0,26 


2 


7,69 


1.18 


Hs.231722 


ESTs 


437 


GCCCGCCTTCT 


0,26 


2 


7,69 


1,18 


Hs.201292 


ESTs 


438 


TGCAGGTTTGT 


0,26 


2 


7,69 


1.18 


Hs. 183800 


Ran GTPase activating 
protein 1 


439 


CTCAACTTGTA 


0,26 


2 


7,69 


1,18 


Hs. 11 7582 


CGI-43 protein 


440 


TTTGCTTTTGT 


1,32 


10 


7,58 


5.27 


Hs.234642 


aquaporin 3 


441 


TAAATGAAAAA 


0,41 


3 


7,32 


1.69 


Hs.82120 


nuclear receptor subfam- 
ily 4, group A, member 2 


442 


GCCCCCTTCCT 


0,41 


3 


7,32 


1,69 


Hs.212680 


tumor necrosis factor 
receptor superfamily, 
member 1 


443 


CCTGTAATTGC 


0,41 


3 


7,32 


1,69 


Hs. 181464 


ESTs 


444 


TCACCCTCCAG 


0,41 


3 


7,32 


1,69 


Hs.15251 


hypothetical protein 


445 


AAGCTCTGTGT 


0.7 


5 


7,14 


2.67 


Hs.19813 


ESTs 


446 


ATGGTGGGCGC 


0,56 


4 


7,14 


2,19 


Hs.266417 


EST 


447 


CCTGTAGTTCT 


0,56 


4 


7,14 


2,19 


Hs.231918 


ESTs, Weakly similar to 
ALU5_HUMAN ALU 
SUBFAMILY 


448 


CATCTGTAATC 


0,56 


4 


7,14 


2,19 


Hs.153290 


ESTs, Weakly similar to 
prostate-specific trans- 
gluta 


449 


TCTATAATCCC 


0,85 


6 


7,06 


3.14 


Hs.96866 


ESTs 


450 


ATGGCACGTGC 


1 


7 


7,00 


3.61 


Hs. 179999 


stromal cell protein 


451 


CTGGTGCACTG 


0,29 


2 


6,90 


1.11 


Hs.96752 


ESTs, Weakly similar to 

Al 1 Ifi HI 1 Kyi AM Al 1 1 
ALUO nUiViAIN ALU 

SUBFAMILY 


452 


ATAAAAAGAAA 


0,29 


2 


6,90 


1.11 


Hs.83942 


cathepsin K (pycnody- 
sostosis) 


453 


CACTTGTAGTC 


0,29 


2 


6,90 


1,11 


Hs.7845 


Homo sapiens cDNA 
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FLJ20820 fis t clone 
ADSE00490 


454 


Al l IGGAGAGG 


0,29 


2 


6,90 


1.11 


Hs.55777 


Fukuyama type congeni- 
tal muscular dystrophy 


455 


CAGCAGCTTGT 


0,29 


2 


6,90 


1,11 


Hs.55405 


ESTs, Weakly similar to 
Rab7 [H.sapiens] 


456 


GIAl I I ICAIA 


0,29 


2 


6,90 


1,11 


Hs.42140 


hypothetical protein 
FLJ10103 


457 


CTTGTTGCAAT 


0,29 


2 


6,90 


1,11 


Hs.29640 


suppression of tumori- 
genicity 1 5 (reversion- 
inducing 


458 


CAGGGTGGGTG 


0,29 


2 


6,90 


1,11 


Hs.278222 


ESTs, Highly similar to 
endothelial nitric oxide 
syn 


459 


AGCCACTACGC 


0,29 


2 


6,90 


1,11 


Hs.249956 


EST 


460 


TGGCATAATCA 


0,29 


2 


6,90 


1,11 


Hs.237063 


ESTs 


461 


CCTTCCTCTCC 


0,29 


2 


6,90 


1,11 


Hs. 199752 


ESTs 


462 


CCCTGAATGAA 


0,29 


2 


6,90 


1,11 


Hs. 19545 


frizzled (Drosophila) 
homolog 4 


463 


GATTAGCACCA 


0,29 


2 


6,90 


1,11 


Hs. 180946 


ribosomal protein L5 


464 


GCCGTGAAAAA 


0,29 


2 


6,90 


1.11 


Hs. 164257 


ESTs 


465 


AGAAAGAAGGA 


0,29 


2 


6,90 


1.11 


Hs.1501 


syndecan 2 (heparan 
sulfate proteoglycan 1, 
cell sur 


466 


GCTTCCTCCTC 


0,73 


5 


6,85 


2,6 


Hs. 85289 


CD34 antigen 


467 


TTTCTTCCCTT 


0,73 


5 


6,85 


2,6 


Hs.283009 


tuftelin 1 


468 


TGCCTGTAGTC 


16,23 


111 


6,84 


49,37 


Hs.285275 


ESTs, Moderately similar 
to ALU7_HUMAN ALU 


469 


CCCTCAATCCC 


0,88 


6 


6,82 


3,07 


Hs.83077 


interleukin 18 (interferon- 
gamma-inducing factor) 


470 


ACAAU1 I II A I 


0,88 


6 


6,82 


3,07 


Hs.283213 


EST 


471 


GCAAACCTAAA 


0,44 


3 


6,82 


1.62 


Hs.80686 


prefoldin 5 


472 


GAGTGCAACCC 


0,44 


3 


6,82 


1.62 


Hs.54680 


ESTs 


473 


TTGAATAGTGA 


0,59 


4 


6,78 


2,12 


Hs.38516 


ESTs 


474 


AGCCGGATGCT 


0,59 


4 


6,78 


2.12 


Hs.284232 


KIAA0720 protein 


475 


GCAAAACACTG 


0.59 


4 


6,78 


2,12 


Hs. 198552 


Homo sapiens mRNA; 
cDNA DKFZp566Bl93 
(from clone 


476 


CATTTGGGAAG 


0,59 


4 


6,78 


2,12 


Hs.111334 


ferritin, light polypeptide 


477 


CAAGAGATGCT 


0,15 


1 


6,67 


0,54 


Hs.99741 


ESTs, Weakly similar to 
cell division control relate 


478 


AGTTTATTTCA 


0,15 


1 


6,67 


0,54 


Hs.99016 


Human DNA sequence 
from clone 310J6 on 
chromosome 


479 


GAGGATCTGCG 


0,15 


1 


6,67 


0,54 


Hs. 90998 


KIAA0128 protein; septin 
2 


480 


ACTCTGGCTCA 


0,15 


1 


6,67 


0.54 


Hs.88974 


cytochrome b-245, beta 
polypeptide (chronic 
granulom 


481 


GGGGTTAGGGG 


0,15 


1 


6,67 


0,54 


Hs.85050 


phospholamban 


482 


TAATATATCTG 


0,15 


1 


6,67 


0,54 


Hs.8203 


endomembrane protein 
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emp70 precursor isolog 


483 


TAAGTCTATAT 


0,15 


1 


6,67 


0,54 


Hs.78864 


Fc fragment of IgG, low 
affinity lla, receptor for ( 


484 


CACAAAAGGAT 


0,15 


1 


6,67 


0,54 


Hs.77603 


ESTs 


485 


GAGAAACCCTT 


0,15 


1 


6,67 


0,54 


Hs.7739 


ESTs 


486 


GAAAACAGTAA 


0,15 


1 


6,67 


0.54 


Hs.76111 


dystroglycan 1 (dystro- 
phin-associated glyco- 
protein 1 


487 


GGCAATTTACT 


0,15 


1 


6,67 


0,54 


Hs.75813 


polycystic kidney dis- 
ease 1 (autosomal 
dominant) 


488 


I I I I G I GCTAG 


0,15 


1 


6,67 


0.54 


Hs.74649 


cytochrome c oxidase 
subunit Vic 


489 


TTCCCGTGGCT 


0,15 


1 


6,67 


0,54 


Hs.70983 


PTPL1 -associated 
RhoGAP 1 


490 


GGCCCAGGCCT 


0,15 


1 


6,67 


0,54 


Hs.575 


aldehyde dehydro- 
genase 3 


491 


CGGCCACGTAT 


0,15 


1 


6,67 


0,54 


Hs.55993 


ESTs 


492 


TATAGCTGCAT 


0,15 


1 


6,67 


0,54 


Hs.55964 


ESTs, Weakly similar to 
C4HU complement C4A 
precurso 


493 


CTTGTGTTTAT 


0,15 


1 


6,67 


0,54 


Hs.50748 


chromosome 21 open 
reading frame 18 


494 


CACAAAAATGC 


0,15 


1 


6,67 


0,54 


Hs.49944 


ESTs 


495 


CTGTAATTTTA 


0,15 


1 


6,67 


0,54 


Hs.48480 


ESTs 


496 


CAATTCTTTCT 


0,15 


1 


6,67 


0,54 


Hs.48403 


hypothetical protein 
FLJ 10847 


497 


ATTCTGCAGAG 


0,15 


1 


6,67 


0,54 


Hs.47232 


ESTs 


498 


TTTATATCATT 


0,15 


1 


6,67 


0,54 


Hs.47099 


ESTs 


499 


ACTCCATAAAA 


0,15 


1 


6,67 


0,54 


Hs.4273 


Human DNA sequence 
from clone RP1-104A17 
on 


500 


TTTTCATTATA 


0,15 


1 


6,67 


0,54 


Hs.42656 


ESTs, Moderately similar 
toALUI HUMAN ALU 


501 


GACTCGACCAG 


0,15 


1 


6,67 


0,54 


Hs.31922 


ESTs 


502 


GGTGTGTTTTA 


0,15 


1 


6,67 


0,54 


Hs.31566 


ESTs 


503 


ATAAATTTATG 


0,15 


1 


6,67 


0,54 


Hs.30715 


ESTs 


504 


GGAGGCCGAGA 


0,15 


1 


6,67 


0,54 


Hs.285565 


ESTs 


505 


ATATTCAGCTG 


0,15 


1 


6,67 


0,54 


Hs.285379 


ESTs 


506 


GAACTTGTCTG 


0,15 


1 


6,67 


0,54 


Hs.279934 


Homo sapiens mRNA; 
cDNA DKFZp434l0835 
(from clone 


507 


CCCGTATATGT 


0,15 


1 


6,67 


0.54 


Hs.279844 


hypothetical protein 
FLJ10033 


508 


GTGGACCTGAG 


0,15 


1 


6,67 


0,54 


Hs.279059 


ESTs 


509 


AGCCTGGAAGG 


0.15 


1 


6,67 


0,54 


Hs.278549 


ESTs 


510 


TGG II I l I GAG 


0,15 


A 

1 


0,0/ 






nuosomdi protein o io 


511 


GCTTGTTCAAA 


0,15 


1 


6,67 


0,54 


Hs.274969 


ESTs 


512 


TCCACCAGCCA 


0,15 


1 


6,67 


0,54 


Hs.27457 


ESTs 


513 


GCACTCCAACC 


0,15 


1 


6,67 


0,54 


Hs.273682 


EST 


514 


CCCATAATCCT 


0,15 


1 


6,67 


0,54 


Hs.270797 


ESTs 
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515 


AGTCACAGCTT 


0,15 


1 


6,67 


0,54 


Hs.267448 


hypothetical protein 
FLJ20039 


516 


TAGAAAAAACC 


0,15 


1 


6.67 


0.54 


Hs.262476 


S-adenosylmethionine 
decarboxylase 1 


517 


TAAAGATGGCA 


0,15 


1 


6.67 


0,54 


Hs.25357 


Homo sapiens clone 
24488 mRNA sequence 


518 


GGCTATGCCCT 


0.15 


1 


6,67 


0.54 


Hs.243855 


ESTs 


519 


AGACATTGACA 


0.15 


1 


6.67 


0.54 


Hs.239934 


CGI-96 protein 


520 


TATGCTTTAAA 


0.15 


1 


6,67 


0,54 


Hs.237225 


ribosomal protein S5 
pseudogene 1 


521 


TATTGCTAAAT 


0.15 


1 


6.67 


0.54 


Hs.23590 


solute carrier family 16 
(monocarboxylic acid 
transp 


522 


CCAAGGCACTG 


0,15 


1 


6.67 


0,54 


Hs. 234863 


ESTs 


523 


AACTTTCCAAA 


0.15 


1 


6.67 


0,54 


Hs.23457 


ESTs 


524 


TCTCACAAGGG 


0,15 


1 


6.67 


0,54 


Hs.233476 


ESTs 


525 


CCACTATGCCT 


0.15 


1 


6.67 


0,54 


Hs.231229 


ESTs 


526 


GGGCGCCTGGC 


0.15 


1 


6,67 


0,54 


Hs.224242 


EST 


527 


GGGGGGAAAAA 


0.15 


1 


6,67 


054 


Hs 223590 


EST weaklv similar tn 
RL3 HUMAN 60S Rl- 
BOSOMAL 


528 


TTGTTTATGTA 


0.15 


1 


6,67 


0,54 


Hs.21958 


Homo sapiens cDNA 
FLJ10532 fis, clone 
NT2RP2001044 


529 


TTGAGATAAGA 


0.15 


1 


6,67 


0.54 


Hs.21887 


ESTs 


530 


GCTATATCCAA 


0.15 


1 


6,67 


0,54 


Hs.218008 


ESTs 


531 


I I I GG I I I I C I 


0.15 


1 


6,67 


0,54 


Hs.21431 


suppressor of fused 


532 


GATTGTCCTTG 


0.15 


1 


6,67 


0,54 


Hs.211517 


ESTs 


533 


GGTTATCAAAG 


0.15 


1 


6,67 


0.54 


Hs.208334 


ESTs 


534 


GTCTCGCTGAC 


0,15 


1 


6,67 


0.54 


Hs.207911 


ESTs 


535 


AGCCATCGCGC 


0,15 


1 


6.67 


0.54 


Hs.207749 


EST 


536 


ACCACCCGTGT 


0,15 


1 


6,67 


0.54 


Hs.202033 


EST 


537 


ACACTCTTCCT 


0.15 


1 


6,67 


0,54 


Hs.20103 


ESTs 


538 


GGAGATGTTTG 


0,15 


1 


6,67 


0,54 


Hs. 199545 


ESTs 


539 


CTCAACCTTAA 


0,15 


1 


6,67 


0,54 


Hs. 199243 


KIAA0231 protein 


540 


GCAAGACTCCC 


0,15 


1 


6,67 


0,54 


Hs.198011 


ESTs 


541 


CAATACTATTC 


0,15 


1 


6,67 


0,54 


Hs. 197642 


hypothetical protein 
FLJ 10388 


542 


GTTGTGCTCAG 


0,15 


1 


6,67 


0,54 


Hs. 191 228 


hypothetical protein 
FLJ20284 


543 


GGGCTAGCACT 


0.15 


1 


6.67 


0.54 


Hs. 190722 


ESTs 


544 


ACATTCACGCC 


0 15 


1 


6,67 


0 54 


Hs.184141 


alutarvl-Coenzvme A 
dehydrogenase 


545 


TATATTTAGTT 


0.15 


1 


6,67 


0.54 


Hs. 183037 


protein kinase, cAMP- 
dependent, regulatory, 
type 1, 


546 


CCAGCTAGCGA 


0.15 


1 


6,67 


0,54 


Hs. 179756 


LW-1 


547 


TGAGGATACAG 


0.15 


1 


6,67 


0.54 


Hs. 177820 


Homo sapiens mRNA; 
cDNADKFZp564L102 
(from clone 


548 


TGCCTACAGTC 


0.15 


1 


6,67| 0,54 


Hs. 176207 


EST 
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549 


CTCATATGCAA 


0.15 


1 


6,67 


0,54 


Hs. 173540 


ATPase, Class V, type 
10D 


550 


AAGGAGGTGGA 


0,15 


1 


6,67 


0,54 


Hs.172730 


ESTs 


551 


CAAGCCCTGCC 


0,15 


1 


6.67 


0.54 


Hs.172035 


hypothetical protein 
similar to mouse HN1 
(Hematolo 


552 


GCGCTGGGAGG 


0,15 


1 


6,67 


0,54 


Hs. 171 763 


CD22 antigen 


553 


TCCTTGGCGTG 


0,15 


} 


6,67 


0,54 


Hs. 168640 


Ank, mouse, homolog of 


554 


TTGCCATATGC 


0,15 




6.67 


0,54 


Hs. 164024 


ESTs, Weakly similar to 
unnamed protein product 
[Hs 


555 


GCTCCCTTCAC 


0,15 


\ 


6,67 


0,54 


Hs. 162222 


EST 


556 


CTGTGCAAGGA 


0,15 




6,67 


0,54 


Hs. 161 554 


hypothetical protein 
FLJ20159 


557 


TGTGCTTGTGT 


0,15 


T 


6.67 


0,54 


Hs.161554 


hypothetical protein 
FLJ20159 


558 


C I I I I I CCCCC 


0,15 


1 


6.67 


0,54 


Hs. 156007 


Down syndrome critical 
region gene 1 -like 1 


559 


ICi 1 1 1 ICI 1 1 


0,15 




6,67 


0,54 


Hs. 155606 


paired mesoderm homeo 
box 1 


560 


AAAAGCTGTTT 


0,15 




6,67 


0,54 


Hs. 15550 


ESTs 


561 


GTCCCCCCCCC 


0,15 




6,67 


0,54 


Hs. 152454 


ESTs 


562 


CCTGGCGGGAT 


0 15 




6 67 


0.54 


Hs. 149347 


ESTs, Highly similar to 
KIAA1043 protein 
(H. sapiens] 


563 


GATTGGTATGA 


0,15 




6,67 


0,54 


Hs. 147049 


cut (Drosophiia)-like 1 ~ 
(CCAAT displacement 
protein) 


564 


GTGAAGACTAC 


0,15 


\ 


6,67 


0.54 


Hs. 14665 


ESTs 


565 


TAAATGGGTTG 


0,15 




6,67 


0.54 


Hs.1395 


early growth response 2 
(Krox-20 (Drosophila) 
homolo 


566 


TGTAAACTTTG 


0.15 


1 


6,67 


0.54 


Hs. 13849 


ESTs 


567 


GACACGTTGCC 


0,15 


1 


6,67 


0.54 


Hs. 136574 


arachidonate 12- 
lipoxygenase, 12Rtype 


568 


TGTGAATTTTA 


0.15 


1 


6,67 


0.54 


Hs. 132834 


hematopoietic protein 1 


569 


TAAAACACTTG 


0.15 


1 


6,67 


0.54 


Hs. 130636 


ESTs 


570 


TGGCAATTTTC 


0.15 


1 


6,67 


0,54 


Hs. 129636 


ESTs 


571 


TCTGTAGCACA 


0,15 





6,67 


0,54 


Hs. 128766 


hypothetical protein 
FLJ 10600 


572 


TCAGCAGTTAA 


0,15 




6,67 


0,54 


Hs. 128571 


ESTs 


573 


AATGAGGTGCT 


0,15 


\ 


6,67 


0,54 


Hs. 128400 


ESTs 


574 


TTCAGAATCTT 


0,15 




6,67 


0,54 


Hs.125914 


ESTs 


575 


GAATAAGATAT 


0,15 


1 


6,67 


0,54 


Hs. 12479 


associated molecule with 
the SH3 domain of 
STAM 


576 


TGTCCCAGCCA 


0.15 




6.67 


0.54 


Hs.1211 


acid phosphatase 5. 
tartrate resistant 


577 


CCCATCTCAGA 


0,15 




6,67 


0,54 


Hs. 120769 


Homo sapiens cDNA 
FLJ20463 fis, clone 
KAT06143 
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578 


AGAAGCTCCAG 


0,15 


1 


6,67 


0,54 


Hs 120021 


DKFZP434I092 orotein 


579 


AGTCTTCAAAA 


0 15 


1 


6 67 


0 54 


Hs 117582 


CGI-43 nrotpin 




<^AG nil CATT 


0 15 




6 67 


0 54 


Hs 117582 


Pf^l-^1^ nrotpin 


581 


1 1 1 IGCAAIAA 


0,15 


1 


6,67 


0,54 


Hs.11614 


ESTs 


DO/ 




0 15 

U, ID 


A 
1 


0,0/ 


n 54 


Me 115ft^1 
nb. I IOOJ I 


CO 1 s 


583 


AATAGGTCCCA 


0,15 


1 


6,67 


0,54 


Hs. 11 3029 


ribosomal protein S25 




1 no 1 U 1 MO 1 O 1 


n 1 k 


A 
1 


0,0/ 






to 1 S 


DOO 


ATPPTTAP ATP 


o 1^ 


1 


R7 


n 54 

w t O*? 


He 1 1 1790 

119. Ill/ £Xt 


Co 1 5 




AAP X TIP AT AT 
nnU ill Un i /*% i 


o 15 


1 


fi R7 


0 54 


Hs 108787 
no. i wO / o * 


fji lubjji iduayiinusKOf 
olvcan Has*, m 


587 


CCGTAAAAAAA 


0,15 


1 


6,67 


0 54 


Hs. 107187 


divalent cation tolerant 

WlvMlvlll vQVIvl 1 Ivlvl QUI 

protein CUTA 


588 


TGAAGATGTAA 


0,15 


1 


6,67 


0,54 


HS.106217 


ESTs 


589 


GAACCATTTGC 


0,15 


1 


6,67 


0,54 


Hs. 104305 


KIAA0926 protein 


con 




O 1 £ 


4 
1 


ft £7 


n 54 


He 10*^^70 


to 1 s 


591 


AoAAl lAUAoA 




A 
1 


c A7 
O.Of 


U,D4 


ns.iu iyio 


CQTe 

to 1 S 


592 


TGTTGCTCCCA 


0,76 




0,00 


O Cy4 
Z,D4 


Ue ftOO-lA 


zinc ringer protein 12Q 


593 


T AGTTI GAAoCj 


U,7o 


5 


o,oo 


<t,04 


iJe 70n^Q 

nS. / yuoo 


glutaminyl-peptide cyclo- 
transferase (glutaminyl 
cyci 




r^PP A AP^P^PT 


7 ifl 
/, To 


*9 1 


0,0<J 


90 fi7 


Ue 979579 


net nuy lODin, aipno 




OpTAT A ATPTP 


i ,yy 


1 ^ 


0,00 


ft Hft 




proicin 


oyo 


TPTPPT/^r^ APT 










Ue A0Q15 
rld.OU%7 I O 


ollifc*TOin A 
fsdIIIKicin 0 


597 


ATCTTGCCACT 


0,62 


4 


6,45 


2.06 


Hs.32945 


glutamate receptor, 
metabotropic 1 


598 


AG G AT AAAAAA 


U,4/ 


«j 
J 


o,oo 


4 Aft 


MS. /y4U4 


neuron-specific protein 


599 


GACCACAAATA 


0,47 


3 


6,38 


1.56 


Hs. 76476 


cathepsin H 


600 


AG C ATATCTTC 


0,47 


3 


6,38 


1,56 


Hs.275865 


ribosomal protein S18 


601 


AAC AC AG GAG G 


0,47 


3 


6,38 


1,56 


Hs. 222874 


ESTs, Moderately similar 
to zinc transporter 4 
[H.sa 


602 


CGGGGACGAGG 


0,47 


3 


6,38 


1,56 


Hs. 124942 


protein phosphatase 2A 
48 kDa regulatory sub- 
unit 


603 


GCGAAGCCCCG 


i,ii 


/ 




O.OO 


nS.1UobU4 


heterogeneous nuclear 
ribonucleoprotein U 
(scaiioiu 


604 


GTGGCAGGTAC 


1,44 


9 


6,25 


4,21 


Hs. 190467 


EST 


605 


TCI bl tbi 1 w\ 




o 


oyo 


4 01 


ns. n/ oo<t 


uoi-*»o protein 


oOo 


CO 1 o I A 1 LULA 


U.D4 






o 


Ue 070070 


to 1 s 


607 


ATGGATGCTTG 


0,32 


2 


6,25 


1,05 


Hs.89404 


msh (Drosophila) homeo 


DUO 


rZAPTTPT^TPP 


u,o<& 


0 


ft 95 


1 05 


Uc a75^Q 

na.oi jo7 


aiuc?f lyuc Uwiiyuiu 

genase 8 


609 


AAAAAGAAACT 


0,32 


2 


6,25 


1 05 


Hs.73287 


KIAA1235 protein 


610 


TACTGAAAAAA 


0,32 


2 


6,25 


1,05 


Hs.5111 


hypothetical protein 
FLJ20729 


611 


CACCTGGAGGC 


0,32 


2 


6,25 


1,05 


Hs.30864 


ESTs 


612 


G CAAG AGCCCA 


0,32 


2 


6,25 


1.05 


Hs.26670 


Human PAC clone RP3- 
515N1 from 22q11.2-q22 
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613 


AACCCGGGGAG 


0,32 


2 6,25 


1,05 


Hs.228009 


EST 


014 




U,w£ 


2 


6,25 






to is, weaKiy similar to 
ALU5_HUMAN ALU 

SI JRPAMII Y 


£1 R 
D I 0 




U, w£ 


o 
e. 




1 05 

I ,ww 


Hs 22116 

1 Id . 1 1 W 


PDri4 (r&\\ Hiv/icinn 

V-» U\s I *t ^uCH UIVIolUll 

lomolo 

IWI 1 IWIW 


D I O 


aC AfiTHATACA 


0 32 


£. 




1 05 

1 ( WW 


Hs 182626 

i i«. i w^w&w 


Wl II Wll lUOwl 1 1X5 U|JCII 

readino frame 5 


617 


G G G G C AC AC AC 


0,32 






1,05 


Hs.181900 


ESTs 


61 ft 


Af^fiAAGGTGA 


0 32 


2 


6,25 


1 t 05 


Hs 126927 


ESTs 


619 


AGCCGCTGTGC 


0,32 


o 
d. 


fi 9S 


1,05 


Hs.106771 


ESTs 






5 68 

W, WW 


35 


6,16 


14,85 


Hs.738 


earlv orowth resDonse 1 


621 


GTGGCGGGCAT 


0,82 




fi m 

O, IU 


2,42 


Hs.230564 


EST 


0££ 






5 


6,10 


2 42 


Hs 159643 


FST^ WpaWlv similar to 

MLD [H.sapiensl 








8 


6,06 


3 69 


Hs 211582 


kinase 


624 


CGGGCACCTTC 


0 


6 


6,00 


8,99 


Hs. 198249 


gap junction protein, 

Koto C //*AnnAv!*\ «4 1\ 

oeia o {connexm oi. t) 


625 


CCCTTGAGGAG 


0 


6 


6,00 


8,99 


Hs 1076 


(Manual assignment) 
SPRR1B, cornifin B 


626 


AATG 1 M ll AA 


0,5 


3 


6,00 


1.5 


MS. tOooO 


glycine amidinotrans- 
ferase (L- 

ary ininc.y lycine amiui 


627 


CCTCTCCCATT 


0,5 


3 


6,00 


1.5 


Hs.177533 


Homo sapiens mRNA, 
chromosome 1 specific 

\\ O l lOWf »wv 


coo 

628 


1 o 1 1 U 1 oA 1 1 1 


0,0 


3 


6,00 


1 ^ 
I , W 


He 1fi7fllfi 
no. I O / OOj 


aOyrv^Uci l^yn Ic r\ OaI" 

dase 1, palmitoyl 


629 


CCTGTAGTGCC 


0,85 


5 


5,88 


2,36 


Hs.269645 


Homo sapiens cell-line 
tov^Aoo cione t^4L - 
estradiol-i 


630 


CCACTGTATTC 


1.03 


6 


5,83 


2,77 


Hs.235041 


EST 


631 


AGAAATGTATG 


1,03 


6 


5,83 


2,77 


nS.zozUbo 


transcription factor 8 
(represses interleukin 2 


632 


AG(j 1 UAbAAoA 


1,/w 


10 


C 7fl 






cDNA DKFZd586G0623 

1 1 > 1 «h^WWW^/WW^w 

(from clone 


633 


ATTAAGAAAAT 


2,43 


14 


5,76 


5,95 


Hs.76549 


AHNAK nucleoprotein 
(desmoyokin) 


634 






0 




2 72 


Hs 6214 


KIAA0731 Drotein 


o3b 




1 OS 

l ,wJ 


O 


fi 71 


2 72 


Hs 174139 


chloride channel 3 








2 


5,71 


0 99 

W | W w 


Hs 59545 


rina finaer Drotein 15 


637 


CACACTATAGG 


0,35 


2 


5,71 


0,99 


Hs.58924 


ESTs, Weakly similar to 
JC5594 jerky gene 
protein ho 


638 


GGGAAAGAGGG 


0,35 


2 


5,71 


0,99 


Hs.35096 


KIAA1538 protein 


639 


GCTGGGCGCGG 


0,35 


2 


5,71 


0,99 


Hs.278070 


EST 


640 


GGGGCAACAGC 


0,35 


2 


5.71 


0,99 


Hs.276770 


CDW52 antigen (CAM- 
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PATH-1 antigen) 


641 


GTGGCAGGCCC 


0,35 


2 


5.71 


0,99 


Hs.266105 


EST 


642 


CATATCCCCTC 


0,35 


2 


5.71 


0,99 


Hs.250746 


ESTs 




U I 1 AbbAij 1 UA 


U,oD 


2 


5,71 


0,99 


HS. 23853 


ESTs 


644 


CAGCACAGTGG 


0,35 


2 


5,71 


0,99 


Hs.227806 


ras GTPase activating 
protein-like 


645 


ATGCTCAAAGG 


0 t 35 


2 


5.71 


0,99 


Hs. 226018 


Homo sapiens mRNA full 
length insert cDNA clone 
EURO 


646 


TTCTGTGCATA 


0,35 


2 


5.71 


0,99 


Hs. 16803 


hypothetical protein 
FLJ10231 


647 


GCATAATGTTT 


0,35 


2 


5.71 


0,99 


Hs.11050 


F-box only protein 9 


648 


TGGCCAGCTCC 


3,34 


19 


5.69 


7,83 


Hs.170121 


protein tyrosine phos- 
phatase, receptor type, 
C 


649 


TCTGGCCCAGC 


0,53 


3 


5.66 


1,45 


Hs.183 


Duffy blood group 


C 

650 


ATCCTGAGTTA 


2,14 


12 


5,61 


5,06 


Hs.73931 


major histocompatibility 
complex, class II, DQ 
beta 


651 


AOAAA i oAAAA 


U,1o 


1 


0,00 


0,49 


i i_ f\ecc*7 

Hs. 96657 


hyothetical protein 


652 


TACATTTCAAG 


0,18 


1 


5.56 


0.49 


Hs.94376 


proprotein convertase 
subtilisin/kexin type 5 


653 


GCAAAATGCTG 


0,18 


1 


5,56 


0,49 


Hs. 92254 


hypothetical protein 
FLJ20163 


654 


V IP A A AAA 

TTTAAGAAATG 


0,18 


1 


5,56 


0,49 


Hs.91139 


ESTs 


655 


ACCCACCTGTG 


0,18 


1 


5.56 


0,49 


Hs.8736 


Homo sapiens mRNA; 
cDNA DKFZp564H203 
(from clone 


656 


GCAGCAGTGTC 


0.18 


1 


5,56 


0,49 


Hs.86538 


ESTs 


657 


CCATTAAAAAA 


0,18 


1 


5,56 


0,49 


Hs.85885 


ESTs 


658 


AAAGAGGGACG 


0,18 


1 


5,56 


0,49 


Hs. 84229 


splicing factor, argin- 
ine/serine-rich 8 (sup- 
pressor- 


659 


ACACTTAAAAA 


0.18 


1 


5,56 


0.49 


Hs.83381 


guanine nucleotide 
binding protein 1 1 


660 


TCACAAAAAAA 


0,18 


1 


5,56 


0,49 


Hs.7976 


KIAA0332 protein 


661 


ATTTAATATAT 


0.18 


1 


5,56 


0.49 


Hs.7972 


KIAA0871 protein 


662 


AGTTCAAGGCT 


0,18 


1 


5,56 


0,49 


Hs.79058 


suppressor of Ty 
(S.cerevisiae) 4 homolog 
1 


663 


GAGTTGCTATT 


0,18 


1 


5,56 


0,49 


Hs.78575 


prosaposin (variant 
Gaucher disease and 
variant meta 


664 


r-* a ^t/^T/ 1 "* A A A A 

oACTG 1 UAAAA 




1 


5,00 


Q.4S 


Hs. 69330 


COT** 

ESTS 


665 


GCGCAACAACT 


0,18 


4 
1 


5,56 


0,49 


Hs. 61950 


DKFZp434A0131 protein 


par 


1 AAA 1 Unonon 


U, 10 


*3 
1 


O.OD 


n ao 


ns.Di b^y 


nomo sapiens cuna 
FLJ1 1010 fis, clone 
PLACE1003145 


667 


TAAATGAATGA 


0,18 


1 


5,56 


0,49 


Hs.57967 


ESTs 


668 


AATAG GAAG AT 


0.18 


1 


5,56 


0,49 


Hs.50745 


ESTs 


669 


CAATTAAAAAT 


0.18 


1 


5,56 


0,49 


Hs.50123 


zinc finger protein 189 
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670 


GTGTATGTGGT 


0,18 


1 


5,56 


0,49 


Hs.49881 


fatty acid binding protein 
3, muscle and heart 
[mamm 


671 , 


ACAAACCCACA 


0,18 


1 


5,56 


0,49 


Hs.49282 


hypothetical protein 
FLJ11068 


672 


CAAGTGAAAGG 


0,18 


1 


5,56 


0,49 


Hs.47822 


KIAA0380 gene product; 
RhoA-specific guanine 
nucleot 


673 


GAACAGAACGC 


0,18 


1 


5.56 


0,49 


Hs.47566 


ESTs 


674 


CTAATGGCCCT 


0,18 


1 


5,56 


0,49 


Hs.3416 


adipose differentiation- 
related protein 


675 


TAAIGI 1 I I I I 


0,18 


1 


5,56 


0,49 


Hs.31930 


ESTs 


676 


ATTTGGCCTGT 


0,18 


1 


5,56 


0,49 


Hs.285519 


Homo sapiens OVN6-2 
mRNA, partial cds 


677 


TCTGGGAGGGG 


0,18 


1 


5,56 


0,49 

t 


Hs.285313 


core promoter element 
binding protein 


678 


GACTAAATTGT 


0,18 


1 


5,56 


0,49 


Hs.283643 


ESTs 


679 


TAI 1 1 ICACAA 


0,18 


1 


5,56 


0,49 


Hs.279896 


hypothetical protein 
FLJ20546 


680 


GAGGI 1 1 ICIG 


0,18 


1 


5,56 


0,49 


Hs.279639 


Homo sapiens mRNA; 
cDNA DKFZp586M2022 
(from clone 


681 


CCTAGAATCCC 


0,18 


1 


5.56 


0,49 


Hs.278982 


PR01779 protein 


682 


CAGCCCCTGTC 


0,18 


1 


5,56 


0,49 


Hs.278234 


Homo sapiens mRNA; 
cDNADKFZp434H1323 
(from clone 


683 


GTGTCGGGCTC 


0.18 


1 


5,56 


0,49 


Hs.278010 


EST 


684 


CACCTGTAAAC 


0,18 


1 


5.56 


0,49 


Hs.277311 


EST 


685 


GCGGCGACTGC 


0,18 


1 


5,56 


0,49 


Hs.271980 


mitogen-activated pro- 
tein kinase 6 


686 


GGAATGAATGA 


0,18 


1 


5,56 


0,49 


Hs.270824 


ESTs 


687 


TGGGATATAGT 


0,18 


1 


5.56 


0,49 


Hs.269888 


ESTs 


688 


GTGGTTGATGC 


0,18 


1 


5.56 


0,49 


Hs.267083 


ESTs, Weakly similar to 
ALU7 HUMAN ALU 
SUBFAMILY 


689 


GTGGTAGGTAC 


0,18 


1 


5.56 


0,49 


Hs.264844 


EST, Moderately similar 
toALUI HUMAN ALU 


690 


GCCTGCCTTTA 


0,18 


1 


5,56 


0,49 


Hs.25371 


ESTs, Weakly similar to 
A37232 mucin, tracheal 
[H.sa 


691 


GATCTCGCTTT 


0,18 


1 


5,56 


0,49 


Hs.250773 


signal sequence recep- 
tor, alpha (translocon- 
associat 


692 


CTCCTATTTTT 


0,18 


1 


5,56 


0,49 


Hs.25010 


hypothetical protein P15- 
2 


693 


GTGCGCACCTG 


0,18 


1 


5,56 


0,49 


Hs.243957 


ESTs, Weakly similar to 

Al IH t-J I IMAM Al II 

ALU 1 HUMAN ALU 

SUBFAMILY 


694 


ATAAAATGTCT 


0,18 


1 


5,56 


0,49 


Hs.24181 


ESTs 


695 


TTTCACCCCGT 


0,18 


1 


5,56 


0,49 


Hs. 23492 


ESTs 


696 


TATGTTTAAAA 


0,18 


4 


5,56 


0,49 


Hs.234392 


platelet-activating factor 
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acetylhydrolase 2 (40kD) 


697 


GATCACTTGAG 


0,18 


1 


5,56 


0,49 


Hs.231798 


EST 


698 


TTGAGAAAAAA 


0,18 


1 


5.56 


0.49 

W,^f w 


Hs.22971 


ESTs 


699 


ACCCTGGGAGG 


0,18 


1 


5,56 


0,49 


Hs 228529 


ESTs 


700 


TGTGGTGGTGC 


0,18 


1 


5,56 


0,49 


Hs.223618 


EST 


701 


GATTGGCCAGA 


0,18 


1 


5 56 

w, ww 


0 49 

W , » w 


Hs 21739 

1 1 / WW 


Homo canlonc mpK|A> 
cDNA DKFZn586H51fi 

(from clone 


702 


GCTGAGTTATT 


0,18 


1 


5,56 


0.49 


Hs.216363 


ESTs 


703 


AGTATTCCTAA 


0,18 


1 


5.56 


0.49 

w,-r w 


Hs.21621 


hvDothetical orotpin 
DKFZp762O076 


704 


TGTCTGCCATT 


0,18 


1 


5,56 


0,49 


Hs.21580 


ESTs 


705 


CCCCTGTACTC 


0,18 


1 


5,56 


0,49 


Hs.213016 


ESTs, Highly similar to 

cvtokinp rpr^ntnr rplat^H 

WjlWrxlllG ICUC^IWI ICIalCU 

pr 


706 


CI 1 1 1 IAAAGA 


0,18 


1 


5,56 


0,49 


Hs.212788 


EST 






\J, 1 o 


i 






Uq OlDft^ft 
nb.ii 1 UOwO 


to i s, vveaKiy similar to 

ALUH HUMAN Mil AIM 

CLASS D 


708 


TGCCTCTAGTC 


0.18 


1 


5,56 


0 49 

w,~r w 


Hs.209413 


ESTs Weaklv similar tn 

I W , U v wOiMjf wll 1 I II ai iw 

ALU1 HUMAN ALU 
SUBFAMILY 


709 


CCGCCGCACTC 


0,18 


1 


5,56 


0,49 


Hs.204049 


ESTs 


710 


CTAAGAGGGGT 


0,18 


1 


5,56 


0,49 


Hs.196102 


ESTs 


711 


CTGCTGTAGTC 


0,18 


1 


5,56 


0,49 


Hs.194319 


ESTs 


71? 




0 18 


i 

1 


5 56 




1Q10fi^ 

liD. 1 53 1 www 


CO 1 9 


/ 1*3 






1 




n 4Q 


We 1AQ^1^ 
rid. lO«7w Iw 


nypoineiicai protein 
FLJ10213 


71 A 

I 1 *T 




n 1ft 
u, to 


I 


w, wO 


n 4Q 


U( Ifl^^Oft 


co i s, vveaKiy similar 10 
Bem46-like protein 

1 icidi iw 


715 


ATTGGAGCGCA 


0 18 


1 


5,56 


0,49 


Hs 180433 


rTS beta orotpin 


716 


TGAAAACTCCC 


0 18 


1 


5,56 


0 49 


Hs. 180248 


zinc finaer Drotein 124 

fc" ' W 1 |l i y W 1 Wl WtWll 1 1 T 

(HZF-16) 


717 


CTCCCAGCCAC 


0,18 


1 


5,56 


0,49 


Hs.177582 


surfactant, pulmonary- 
associated orotein A1 

**W WW w« ** * W W J^l W » W 1 1 1 / \ 1 


718 


GTTTTAAAAAA 


0,18 


1 


5,56 


049 


Hs 174756 

0 1 w • 1 / ~ 1 WW 


EST 


719 


GAATCAAGCTG 


0,18 


1 


5,56 


0,49 


Hs 17296 

1 IWi 1 1 & WW 


ESTs 


720 


CTGGGCATTTT 


0 18 

W, 1 w 


1 


5 56 


0 49 

W w 


Hs 172207 


i iwj i i vU \JUI i mil l~ 

containing ortampr- 
binding 


721 


TTGTTTGTGTA 


0,18 


1 


5.56 


0.49 


Hs.170162 


KIAA1357 protein 


722 


AGGACTGGCAT 


0 18 


1 


5 56 

W, WW 


0 49 


Hs 170114 


KIAA0061 nrotpin 


723 


TCGCTTTTAAG 


0,18 


1 


5,56 


0.49 


Hs.168640 


Ank, mouse, homolog of 


724 


AAGTGAAAAAA 


0,18 


1 


5.56 


0.49 


Hs.168159 


apoptosis regulator 


725 


CAAATTAGAAT 


0.18 


1 


5.56 


0,49 


Hs.162271 


ESTs, Moderately similar 
toC03 HUMAN COM- 
PLEMENT 


726 


ATACCACTAAG 


0,18 


1 


5,56 


0,49 


Hs. 153792 


5-methyltetrahydrofolate- 
homocysteine methyl- 
transfer 
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727 


GGTGATGGAGG 


0,18 


1 


5,56 


0,49 


Hs. 149692 


^ m 4^ 11*11 * ■ i 

ESTs, Highly similar to 
G43284 zinc finger 
proiein L 


/ 


TTf^f^TTTPTfi 

1 1 OOO 1 1 I w 1 o 


n 1ft 


i 
■ 


5 56 


0 49 


Hs 147Q7^ 


CO 1 o 


79Q 


AATAAATPlPPP 






5 56 


0 49 


H^ 145S99 


CO 1 o 


7^ri 
/ ou 


PATAPAPAPAT 


n 1ft 




5 56 


0 49 


no. 1*1 J*t\Jy 


orntoin Uinsco P ni i 

jjiuiciii Miidoc o T nu 


731 


GTTATACAACA 


0,18 


1 


5,56 


0,49 


Hs.141183 


ESTs 


732 


CTCACAGGCAC 


0,18 


1 


5,56 


0.49 


Hs. 139784 


ESTs 


733 


TACCCATTACC 


f\ A Q 

0,18 


1 


b,oo 


0,49 


HS. 135981 


ESTs 


734 


TTTCTTTCCCT 


A A O 

0,18 


A 

1 


o,bo 


U,49 


MS.1 ooOob 


cSTs 


735 


CATCTGTACTG 


0,18 


1 


5,56 


0,49 


Hs. 132892 


Homo sapiens protocad- 
herin 10(PCDH10) 
mKNA, partial 


736 


GAGC 1 G 1 1 1 1 G 


0,18 


1 


5,56 


0,49 


Hs. 127476 


ESTs 


737 


ACACGTACTAT 


0,18 


1 


5,56 


0,49 


Hs. 120828 

- 


Human DNA sequence 

DOC Q7CDH A 

from clone Kro-876B10 
on 


738 


*I'"I"TT ATA TTT/^ A 

TTTATATTTCA 


0,18 


A 

\ 


0,00 


n vie 
U,4y 




oxiaative o aipna ny- 
droxysteroid dehydro- 
genase; reti 


739 


CACAGTTTTAA 


0.18 


1 


5,56 


0,49 


Hs.118918 


ESTs 


740 


TGGTTTTACCA 


0,18 


1 


5,56 


0,49 


Hs. 11 7582 


CGI-43 protein 


741 


GTGCCTGGTAT 


0,18 


1 


5,56 


0,49 


Hs. 116459 


hypothetical protein 
PR02198 


742 


TACCTTAGAAC 


f\ A O 

0,18 


A 
1 


3,56 


A AG 

0,49 


M. AAA OfiO 


Homo Sapiens (clone 
DODOc to) cnroinosome 
4d16 3 DNA 


743 


GTGTAGGAGGT 


0,18 


1 


5,56 


0,49 


Hs. 11 3029 


ribosomal protein S25 


744 


CCCTGGAGACA 


0,18 


1 


5,56 


0,49 


HS.111334 


ferritin, light polypeptide 


745 


CCTGTAGCCCA 


a ft 

0,18 


A 

1 


5 ( 56 


0,49 


HS. 109370 


COT* 

ESTS 


746 


TATCCATATTA 


0,18 


1 


5,56 


0,49 


Hs. 107942 


DKFZP564M112 protein 


747 


CTACTAATTGC 


0,18 


1 


5,56 


0,49 


Hs.101916 


Homo sapiens mRNA;, 
cDNA DKFZp564K133 
(from clone 


748 


GGCCTCCAAGA 


0,91 


5 


5,49 


2.25 


Hs.286220 


ESTs 


749 


GTGGCTGACAC 


0,73 


4 


5,48 


1,83 


Hs.202234 


ESTs, Weakly similar to 

ALU4_nUMAN ALU 

Ql IRPAMII V 
OUDrAIVlILT 


750 


CTGTACTTGTG 


1,49 


8 


5,37 


3,37 


Hs.75678 


FBJ murine osteosar- 
coma virai oncogene 
nomoioy d 


751 


ACAAAACCCCA 


1,48 


o 
0 


0,37 


0,0/ 


nS.14UzUo 


COT- 
CO I S 


752 


AGCCACCACCC 


0,56 


3 


5,36 


A A 

1.4 


HS. 232045 


ho I s, Moderately similar 
to ALU 1 HUMAN ALU 


753 


TGCCTGTAGTT 


1,32 


7 


5,30 


2,97 


II _ ft, ACCAC 

Hs. 246646 


COX 

EST 


754 


GCTAACCCCTG 


2,84 


15 


5,28 


5,92 


Hs.279772 


brain specific protein 












J 1, H 


He 117^R9 
no. i i i sJOaz. 


Pf^l-4*} nrntein 


756 


AAACATTAAAA 


3,98 


21 


5,28 


8,08 


Hs.77443 


actin, gamma 2, smooth 
muscle, enteric 


757 


GTGGCACTTGC 


0,76 


4 


5,26 


1.78 


Hs.272322 


Homo sapiens mRNA; 
cDNA DKFZp434L092 



097 
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^from clone 

yiwlll vl W 1 Iv 


758 


GAAGCTACACC 


0,76 


4 


5,26 


1.78 


Hs. 107253 


ESTs 


759 


TAAGGTAGAGG 


0,38 


2 


5,26 


0,94 


Hs. 99908 


nuclear receptor coacti- 
vator 4 


760 


TGGGTCATTTG 


0,38 


2 


5,26 


0,94 


Hs.98073 


ESTs 


761 


GCTCACTGAAG 


0,38 


2 


5,26 


0,94 


Hs.9568 


zinc finoer Drotein 261 

»»• *W ■ >■ IMVI W1 WWII 1 fcW I 


762 


CACCTATCAAT 


0.38 


2 


5,26 


0.94 


Hs.58617 


Rho-associated, coiled- 
coil containing protein 
kin as 


763 


CTTCAATCTTA 


0.38 


2 


5,26 


0 94 

w ( w~ v 


Hs. 58419 


DKFZP586L2024 Drotein 


764 


CAGTCCTCTTG 


0.38 


2 


5,26 


0.94 


Hs.57553 


tousled-like kinase 2 


765 


TTACCAAAGCA 


0.38 


2 


5,26 


0,94 


Hs. 30246 


solute carrier family 19 
(thiamine transporter^ 

yil HOI 1 III Iv il Gf 1 Iw^UI Ivl i\ 

mem 


766 


ATGAAACCCTA 


0,38 


2 


5,26 


0,94 

w , w » 


Hs.282671 


EST 


767 


TCACTCCAGCC 


0.38 

W,WW 


2 


5,26 


0.94 


Hs.270497 


ESTs Weaklv similar to 

• W | V V Mnl J Willi ItMl I W 

ALU1 HUMAN ALU 
SUBFAMILY 


768 


AAAGGCATCAG 


0 38 


2 


5 26 


0,94 


Hs 256297 

1 Itf.&WW&Wf 


inteorin alnha 1 1 

iiiiw^iui, GaifJMa i i 


/ U9 


GAPATCTGTCC 


0 38 


2 


5 26 

W) fcW 


0 94 

W, w^ 


Hs 25566 

1 Iw.^wwwW 


ESTs 


770 


TGTCT 11 1CTG 


0,38 


2 


5,26 


0,94 


Hs.250882 


bradykinin receptor B2 


1 I \ 


TY^Af*TflTATTA 
1 V3/\U 1 Vj 1 r\ 1 (1 1\ 








U,w^f 


Ms. i yOi 3 ? i 


caiuins OAioase, copper 
containing 3 /vascular 

WWl 1 k C9 1 1 III IU w 1 VQlQvUIQl 

adhesto 


111 

1 t Cm 


GCAAGACCTCA 


0 38 


2 


5,26 


0,94 


Hs 181592 

■ *w* iw iww& 


ESTs 


773 

/ / w 


AGGAAGGAAAA 


0,38 


2 


5,26 


0,94 


Hs 180532 

1 IW» 1 WWWWO* 


heat shock 90kD nrntpin 

1, alpha 


774 


PTGHCGGAGCA 


0 38 


2 


5 26 

W|A> W 


0 94 

W, W™ 


Hs 164779 

1 lw» 1 W™ 1 I w 


ESTs 

1 W 


775 


TATTCCAGAAC 


0,38 


2 


5,26 


0,94 


Hs.161554 


hypothetical protein 
FLJ20159 

1 L»w^W 1 WW 


I/O 










0 Q4 

v, w*9 


Hs 106597 


l—SJ 1 w 


777 
lit 




u,oo 


o 




n Q4 


He 109664 
no. i \J<t.uu*v 


VCdIUC OSdUUdlCU 

membrane protein 4 


778 


GCTGTAATCCC 


2.9 


15 


5,17 


5,82 


Hs.184019 


Homo sapiens clone 
23551 mRNA seouence 


779 


CACCTGTGGTC 


3,14 


16 


5,10 


6.11 


Hs.209585 


EST 


780 


CTCTAGAGAAA 


0,59 


3 


5,08 


1 35 


Hs 97925 


hVDOthefical Drotein 


781 


GCAAATCCTGT 


0.59 


3 


5,08 


1,35 


Hs.79059 


transforming growth 
factor, beta receptor III 




In In 1 OU 1 OOw 


0 


o 


5 OR 


1 35 


He ?QfiQ 


V wlr\l avloll walwV/lllol Vila! 


783 


GGGAGACCCCA 


0.59 


3 


5,08 


1.35 


Hs.24884 


ESTs, Moderately similar 
associa 


784 


TGGAAATGAAA 


0.59 


3 


5,08 


1.35 


Hs. 172928 


collagen, type 1, alpha 1 


785 


CCTGTAATCTG 


0,59 


3 


5,08 


1.35 


Hs. 159975 


ESTs 


786 


TGTATTGTACA 


0,59 


3 


5,08 


1,35 


Hs. 11 8562 


Link guanine nucleotide 
exchange factor II 


787 


ACATAGACCGA 


1,38 


7 


5,07 


2,87 


Hs. 173594 


pigment epithelium- 
derived factor 
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788 


GTTCCACAGAA 


2,37 


12 


5,06 


4,66 


Hs.179573 


collagen, type I, alpha 2 


789 


GTGGCAGAGAC 


0,79 


4 


5,06 


1.74 


Hs.75813 


polycystic kidney dis- 
ease 1 (autosomal 
dominant) 


790 


AGCCGAGATCG 


0,79 


4 


5,06 


1.74 


Hs.278053 


EST 


791 


CCTGTAGTTCC 


4,75 


24 


5,05 


8.84 


Hs. 189242 


Homo sapiens mRNA; 
cDNA DKF2p434A202 
(from clone 


792 


GTAAAACCCTG 


5.77 


29 


5,03 


10,5 


Hs.281680 


peroxisomal trans 2- 
enoyl CoA reductase; 
putative sh 


793 


AGTCTGCTGGG 


0 


5 


5,00 


7,44 


Hs. 259508 


ESTs 


794 


CTGGGCAGAGA 


0 


5 


C Art 

5,00 


"7 A A 

7,44 


Hs. 200735 


ESTs, Moderately similar 
to AF105377J heparan 
sulfa 


795 


TCACACAAAGG 


1 


5 


5,00 


2.11 


Hs.46783 


ESTs 


796 


CGCCTGTAATT 


1 


5 


5,00 


2.11 


Hs. 14333 


ESTs 



DE 101 00 127 A 1 



Tabelle 1 



Nr. 


Tag_Sequence 


CGAP 


Rel. 

Expr. 

Haul 


Quol 
ient 


t signi- 
fic. 


UniGene 
Acc.-Nr. 


Beschreibung 


798 


ATTGCTCTCTG 


1,61 


8 


4,97 


3,18 


Hs.245188 


tissue inhibitor of metallo- 
proteinase 3 (Sorsby fund 


799 


CCTGTGGTTCC 


2,02 


10 


4,95 


3,88 


Hs.286061 


ESTs 


800 


TGTCCACACAT 


0,82 


4 


4,88 


1,69 


Hs.5897 


Homo sapiens mRNA; 
cDNA DKF2p586Pl622 
(from do 


801 


GACGGAGCCTT 


0,82 


4 


4,88 


1.69 


Hs.37482 


COPZ2 for nonclathrin 
coat protein zeta-COP 


802 


ACTGGGCAGTG 


0.82 


4 


4.88 


1.69 


Hs.241257 


latent transforming growth 
factor beta binding prote 


803 


CGGCACCTTAA 


0.82 


4 


4,88 


1.69 


Hs.209100 


DKFZP434C171 protein 


804 


CTGAAACAGCT 


0.82 


4 


4,88 


1.69 


Hs. 106469. 


suppressor of varl 
(S.cerevisiae) 3-like 1 


805 


TGTTACCTGGT 


0,41 


2 


4,88 


0,9 


Hs.79227 


myomesin (M-protein) 2 
(165kD) 


806 


TCTTTGCTCTT 


0.41 


2 


4,88 


0,9 


Hs.44077 


hypothetical protein 
FLJ 10793 


807 


AAATCACCAAT 


0,41 


2 


4,88 


0,9 


Hs.4082 


lectin ( galactoside-binding, 
soluble, 8 (galectin 8) 


808 


TGTATTGACTG 


0.41 


2 


4,88 


0,9 


Hs.29280 


ESTs 


809 


TTCACTTCAAC 


0,41 


2 


4,88 


0,9 


HS.250911 


Homo sapiens clone 
23967 unknown mRNA, 
partial cds 


810 


CGTGGGGCTGC 


0,41 


2 


4,88 


0,9 


Hs.221986 


aquaporin 5 


811 


TCACAGAGTCT 


0,41 


2 


4,88 


0,9 


Hs. 194 149 


Homo sapiens mRNA; 
cDNA DKF2p434M01 1 
(from 


812 


TGCCACTGTGC 


0,41 


2 


4,88 


0,9 


Hs. 183 165 


ESTs, Highly similar to 
protein kinase IH.sapiensl 


813 


CTATAAAAGTG 


0,41 


2 


4,88 


0,9 


Hs. 154 145 


guanine nucleotide binding 
protein (G protein), alph 


814 


TTGGCTAGGCT 


2.67 


13 


4,87 


4,86 


Hs.252259 


ribosomal protein S3 


815 


AGGGAGCAGAG 


2,26 


11 


4,87 


4.17 


Hs.1 18223 


microfibrillar-associated 
protein 4 


816 


TTGGTGTGCTG 


1.44 


7 


4,86 


2.78 


Hs.240399 


EST 


817 


TGGAAAGTGAA 


10,31 


50 


4,85 


17,06 


Hs.25647 


v-fos FBJ murine osteo- 
sarcoma viral oncogene 
homolog 


818 


TTGATTGAGTG 


0,62 


3 


4,84 


1.31 


Hs.9879 


ESTs 


819 


CAGGGATCTGC 


0,62 


3 


4,84 


1.31 


Hs.7634 


ESTs, Moderately similar 
o semaphorin B 
M.musculus 


820 


ATTGCACCACC 


0,62 


3 


4,84 


1.31 


Hs.44259 


ESTs, Weakly similar to 
ALU1_HUMAN ALU 


821 


CTGGTGGCCAC 


0,62 


3 


4,84| 1,31 


Hs.286028 


Human alpha-2 collagen 
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type VI mRNA, 3* end 


822 


AATCATTGAGG 


0,62 


3 


4,84 


1,31 


Hs.19150 


Homo sapiens mRNA; 
cDNA DKFZp564A2164 
(from 


823 


ACCCCCTTCCT 


0,52 


3 


4,84 


1,31 


Hs. 181 392 


major histocompatibility 
complex, class I, E 


824 


CCTGGCCAAAA 


0,52 


3 


4,84 


1.31 


Hs. 126824 


EST 


825 


TTAACCCCTCC 


6,21 


30 


4,83 


10,46 


Hs.78224 


ribonuclease, RNase A 
family, 1 (pancreatic) 


826 


ACAGGCTACGG 


24,47 


118 


4,82 


39 


Hs.75777 


transgelin 


827 


AGATGAGATGA 


3.57 


17 


4.76 


6.08 


Hs.285313 


core promoter element 
binding protein 


828 


AAAAAAAAGGC 


0,21 


1 


4.76 


0,44 


Hs.90077 


TG-interacting factor 
(TALE family homeobox) 


829 


TACGCTAAAAC 


0,21 


1 


4,76 


0,44 


Hs 87354 


ESTs 


830 


GTAGAAGTGTA 


0,21 


1 


4,76 


0,44 


Hs.8705 


ESTs 


831 


TGCCCAGCAAT 


0,21 


1 


4,76 


0,44 


Hs.76297 


G protein-coupled receptor 
kinase 6 


832 


AGCAGGTTTGC 


0,21 


1 


4.76 


0.44 


Hs.7434 


ESTs 


833 


AGAGAGAGCCC 


0,21 


1 


4,76 


0,44 


Hs.724 


thyroid hormone receptor, 
alpha (avian erythroblasti 


834 


GCACTGATTAA 


0,21 


1 


4,76 


0.44 


Hs.71741 


ESTs, Highly similar to 
I38945 melanoma ubiqui- 
tous m 


835 


CAGAGACAAGC 


0,21 


1 


4,76 


0,44 


Hs.71721 


ESTs 


836 


CAGTTGTCTAG 


0,21 


1 


4.76 


0,44 


Hs.58882 


Microfibril-associated 
glycoprotein-2 


837 


TGTGTGTGCTA 


0,21 


1 


4,76 


0,44 


Hs.55533 


ESTs 


838 


GCCTGGACCAG 


0,21 


1 


4,76 


0,44 


Hs. 55407 


Homo sapiens mRNA; 
cDNA DKFZp434K0621 
(from 


. 839 


TGTTTAATAAA 


0,21 


1 


4,76 


0,44 


Hs. 50841 


ESTs 


840 


CATTTTCTAAT 


0,21 


1 


4.76 


0.44 


Hs.48376 


Homo sapiens clone HB-2 
mRNA sequence 


841 


AGCTTTCCCAA 


0,21 


1 


4,76 


0.44 


Hs.45109 


ESTs 


842 


ACTCAGTAGCC 


0,21 


1 


4,76 


0.44 


Hs.44197 


hypothetical protein 
DKFZp564D0462 


843 


TCAAATTGAAA 


0,21 


1 


4,76 


0.44 


Hs.44038 


pellino (Drosophila) ho- 
molog 2 


844 


GGCCAGCCCTG 


0,21 


1 


4,76 


0,44 


Hs.4243 


ESTs 


845 


ACAI i I IGI IC 


0,21 


1 


4,76 


0.44 


Hs.42116 


ESTs 


846 


GGCAAGCAGGC 


0,21 


1 


4,76 


0.44 


Hs.41688 


dual specificity phos- 
phatase 8 


847 


TGCTTGGTACA 


0,21 


1 


4,76 


0.44 


Hs.393 


prostaglandin 12 (prosta- 
cyclin) receptor (IP) 


848 


TAAGTCTAATT 


0.21 


1 


4.76 


0,44 


Hs.35804 


hect domain and RLD 3 


849 


TA 1 1 I 1 ACTTG 


0,21 


1 


4,76 


f\ A A 

0,44 


Hs. 30340 


hypothetical protein 
KIAA1165 


850 


CTCTCTCCCAG 


0,21 


1 


4.76 


0.44 


Hs.30172 


ESTs 


851 


AGCAAATTTTC 


0.21 


1 


4,76 


0.44 


Hs.29423 


ESTs, Weakly similar to 
macrophage lectin 2 
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[H.sapie 


852 


CCAAGACCTCT 


0,21 


1 


4,76 


0,44 


Hs.283619 


zinc finger protein 236 


853 


GACAGGTTCTG 


0,21 


1 


4.76 


0,44 


Hs.272023 


transforming, acidic coiled- 
coil containing protein 


854 


CTTCTGGAGAA 


0.21 


. 


4,76 


0,44 


Hs.267263 


hypothetical protein 


855 


IGGGI I I IUM 


0,21 


1 


4,76 


0,44 


Hs.26243 


Homo sapiens cDNA 
FLJ11177 fis, clone 
PLACE 1007402 


856 


CACCGCTGCAG 


0,21 


1 


4,76 


0,44 


Hs.261373 


adenosine A2b receptor 
pseudoqene 


857 


GAAACAGGAAA 


0.21 


1 


4.76 


0.44 


Hs.257387 


EST 


858 


CCTTCTTGCTA 


0,21 


1 


4.76 


0.44 


Hs.24743 


hypothetical protein 
FLJ20171 


859 


ATAATCTGAAG 


0,21 


1 


4,76 


0.44 


Hs.2441 


KIAA0022 gene product 


860 


CTAAATATAGG 


0,21 


1 


4,76 


0,44 


Hs.23581 


leptin receptor gene- 
related protein 


861 


AATGCTATGGT 


0,21 


1 


4,76 


0.44 


Hs.23450 


ESTs 


862 


GTGAATGAAAC 


0.21 


1 


4,76 


0,44 


Hs.223437 


EST 


863 


TCCACAAAAAA 


0.21 


1 


4,76 


0,44 


Hs.21035 


KIAA1130 protein 


864 


AGAATTGCTTA 


0,21 


1 


4,76 


0,44 


Hs 203188 


EST 


865 


CCTCTAATTCC 


0,21 


1 


4,76 


0,44 


Hs. 192949 


ESTs, Moderately similar 
toALUI HUMAN ALU 


866 


TTGGACAAGAA 


0,21 


1 


4,76 


0,44 


l-is. 189902 


ESTs 


867 


GGCTGGGCGCG 


0,21 


1 


4.76 


0.44 


Hs. 188339 


ESTs 


868 


CAACACAAAGC 


0,21 


1 


4,76 


0,44 


Hs. 18501 3 


ESTs Moderate Iv similar 
to ALU7_ HUMAN ALU 


869 


GGCCCGGCCTC 


0,21 


1 


4,76 


0.44 


Hs. 183994 


protein phosphatase 1 , 
catalytic subunit. alpha isof 


870 


GCTAAAAAATT 


0.21 


1 


4.76 


0.44 


Hs.1 83760 


glucose regulated protein, 
58kD 


871 


I I I ICC I IGI f 


0,21 


1 


4,76 


0,44 


Hs. 182937 


peptidylprolyi isomerase A 
(cyclophilin A) 


872 


GCCGCCTCTGT 


0,21 


1 


4,76 


0,44 


Hs.1 80799 


ESTs, Moderately similar 
to ALU5_HUMAN ALU 


873 


GGCTGGTTCCA 


0,21 


1 


4,76 


0,44 


Hs.1 79943 


ribosomal protein L1 1 


874 


AAGGAAATGAA 


0,21 


1 


4,76 


0,44 


Hs.174131 


ribosomal protein L6 


875 


AATAGATGATA 


0,21 


1 


4,76 


0,44 


Hs.174104 


ESTs 


876 


TATAAGTGGAC 


0.21 


1 


4,76 


0,44 


Hs.1 7301 


ESTs 


877 


GAAAACATAAT 


0,21 


1 


4,76 


0,44 


Hs.1 69329 


DKFZP564A043 protein 


878 


CTTTGTAAAAA 


0,21 


1 


4,76 


0.44 


Hs.1 6578 


ESTs 


879 


AGCTGTTTAAA 


0.21 


1 


4,76 


0,44 


Hs.1 64480 


ESTs 


880 


GGGGACAGAGC 


0.21 


1 


4,76 


0.44 


Hs.1 61 554 


hypothetical protein 
FLJ20159 


881 


ATAAAGCCAAA 


0,21 


1 


4.76 


0,44 


Hs.1 59471 


ZAP3 protein 


882 


CCCCTGCATTC 


0,21 


1 


4,76 


0,44 


Hs.1 58302 


chromosome 1 open read- 
ing frame 1 


883 


GCTGAGAAGCA 


0.21 


1 


4,76 


0.44 


Hs.1 55975 


protein tyrosine phos- 
phatase, receptor type, C- 
assoc 


884 


GAATACGTTGG 


0,21 


1 


4,76 


0,44 


Hs.1 55596 


BCL2/adenovirus E1B 
19kD-interacting protein 2 
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885 


ATTTCTAACAA 


0,21 


1 


4,76 


0,44 


Hs. 155049 


hypothetical protein 
FLJ11282 


886 


AGATCTTCTTG 


0,21 


1 


4,76 


0,44 


Hs. 14894 


trans-Golgi network pro- 
tein (46, 48. 51 kD iso- 
forms) 


887 


AAAAACTCTAC 


0,21 


1 


4,76 


0,44 


Hs. 146226 


ESTs 


888 


AGGATAAACTC 


0,21 


1 


4,76 


0,44 


Hs. 14427 


ESTs 


889 


CTTGTGAGGCC 


0,21 


1 


4,76 


0,44 


Hs.142428 


KIAA1161 protein 


890 


GTAACAGTAAT 


0,21 


1 


4,76 


0.44 


Hs. 137396 


ESTs 


891 


TAAACGAAAAT 


0,21 


1 


4,76 


0.44 


Hs. 135465 


ESTs 


892 


AGGGGAATGGG 


0,21 


1 


4,76 


0.44 


Hs. 134933 


ESTs 


893 


GGCCGTGCTGC 


0,21 


1 


4,76 


0.44 


Hs. 131034 


ESTs 


894 


GGAACCTATCC 


0,21 


1 


4,76 


0,44 


Hs. 128807 


ESTs 


895 


CCAGTGCCCTC 


0,21 


1 


4,76 


0,44 


Hs. 128630 


ESTs 


896 


ATTTTGCTTAA 


0,21 


1 


4,76 


0,44 


Hs. 126558 


ESTs 


897 


AGCCAAGAGCC 


0,21 


1 


4,76 


0,44 


Hs. 125877 


ESTs 


898 


GTAGACTGAAA 


0,21 


1 


4,76 


0,44 


Hs.124165 


ESTs 


899 


TGGTATGCACC 


0,21 


1 


4,76 


0,44 


Hs.1191 


KIAA0073 protein 


900 


TCTGTTTTGTG 


0,21 


1 


4,76 


0,44 


Hs. 11 8923 


ESTs 


901 


CCAATCAATGG 


0,21 


1 


4,76 


0.44 


Hs. 11 6674 


pre-mRNA splicing factor 


902 


TTCCCCAGGCT 


0,21 


1 


4,76 


0,44 


Hs. 11 6296 


ESTs 


903 


CAACAGCCCCA 


0,21 


1 


4,76 


0,44 


Hs.11455 


ESTs 


904 


CTCCTGGAATA 


0,21 


1 


4,76 


0,44 


Hs.11367 


hypothetical protein RP1- 
317E23 




Tf?("5TrtAAf5AAC 

1 Ow 1 wAnu/ViW 


0 21 


1 


4 76 


0.44 


Hs. 11 3052 


RNA cyclase homolog 






0 21 


1 


4 76 


0,44 


Hs. 112015 


ESTs, Moderately similar 
to alpha tubulin [H. sapiens 


907 


CCCCCCCCCCA 


0,21 


1 


4,76 


0,44 


Hs. 110953 


Homo sapiens mRNA; 
cDNA DKFZp434A139 
(from clone 


908 

w vu 


TTTTGTTGCTC 

till ■ 1 • 


0,21 


1 


4,76 


0,44 


Hs. 109641 


ESTs 


909 

WWW 


GTAAAACCCCG 


5,48 


26 


4,74 


9 


Hs.258881 


EST, Weakly similar to - 
ALU8 HUMAN ALU SUB- 
FAMILY 


910 


TAATAAAGAAT 


0,85 


4 


4,71 


1.65 


Hs.80342 


keratin 15 


911 


AAAATAAACCT 


0,85 


4 


4.71 


1.65 


Hs.74304 


periplakin 


912 

w 1 ^ 


GTGGTAGGTGC 


0.85 

W| w w 


4 


4,71 


1.65 


Hs.254237 


EST 


913 


GTGAAATTCCA 


0,85 


4 


4.71 


1,65 


Hs.228168 


ESTs, Weakly similar to 
ALU1 HUMAN ALU 




LUI V 1 MO 1 Vw\-/X^ 


0 85 


4 


4 71 


1 65 

• | w w 


Hs. 145501 


ESTs, Weakly similar to 
ALU1 HUMAN ALU 


915 


TGGAAATGACC 


22,53 


106 


4,70 


34,28 


Hs. 172928 


collagen, type I, alpha 1 


Q1fi 


AACCCTGGAGG 

Anwvy ■ wwr\wv 


1,49 


7 


4,70 


2,69 


Hs.283927 


Homo sapiens cytomega- 
lovirus partial fusion recep- 
tor 


917 


AGGATCACTTG 


0,64 


3 


4.69 


1.26 


Hs.287355 


ESTs 


918 


CCACTGCATTG 


0.64 


3 


4,69 


1.26 


Hs.278551 


ESTs, Weakly similar to 
ALU2 HUMAN ALU 


919 


AACTGGCTGCT 


0.64 


3 


4.69 


1.26 


Hs. 173381 


dihydropyrimidinase-like 2 


920 


i CCTGTAACCCC 


5.98 


28 


4.68 


9,54 


Hs. 176541 


ESTs 
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921 


GCACTCCAGCC 


6,91 


32 


! 4,63 


I 10,69 


Hs.274580 


Homo sapiens mRNA; 
cDNA DKFZp434Pl019 
(from 


922 


GTGGTGAGCAC 


1.08 


5 


4,63 


1.97 


Hs.27311 


single-minded (Drosophila) 
homolog 2 


923 


ATGGCAGGTGC 


3,46 


16 


4,62 


5.61 


Hs.236479 


EST, Weakly similar to 
ALU7 HUMAN ALU SUB- 
FAMILY 


924 


CCATTACACTC 


1.73 


8 


4.62 


3 


Hs.8594 


KIAA1191 protein 


925 


GGTGACAGAGT 


2,61 


12 


4,60 


4.3 


Hs.278314 


hypothetical protein 


926 


GTGGTTTGCTG 


1,96 


9 


4.59 


3.31 


Hs. 157773 


ESTs, Moderately similar 
to OPSB_HUMAN BLUE- 


927 


TCTGCCTATGC 


0,88 


4 


4,55 


1,6 


Hs.90291 


laminin, beta 2 (laminin S) 


928 


GCGAAAACCCC 


0,88 


4 


4,55 


1.6 


Hs.272837 


ESTs 


929 


TACCCCTTGAA 


0,44 


2 


4,55 


0.86 


Hs.95834 


ESTs 


930 


TAAATGGAAGT 


0,44 


2 


4,55 


0,86 


Hs.6942 


ESTs 


931 


TGTGTCTGGGA 


0,44 


2 


4,55 


0.86 


Hs. 60548 


hvDOthetieal nrotpin 
PR01635 


932 


GCTTCAGTGGG 


0,44 


2 


4,55 


0,86 


Hs.54828 


ESTs 


933 


CI I IACIGIGI 


0,44 


2 


4,55 


0,86 


Hs.279853 


HSPC018 Drotein 


934 


CACI I IGIGIG 


0.44 


2 


4,55 


0,66 


HS.24752 


spectrin SH3 domain 
binding protein 1 


935 


GGTGACAGAAC 


0,44 


2 


4,55 


0.86 


Hs.234890 


EST 


936 


ACTAAGATTGA 


0,44 


2 


4,55 


0.86 


Hs.227716 


KIAA0934 protein 


937 


CCAATGTTGTT 


0,44 


2 


4,55 


0,86 


Hs.22209 


ESTs 


938 


GTGGTGTGAGC 


0,44 


2 


4,55 


0,86 


Hs. 194637 


Homo saoiens mRNA* 
cDNA DKF2d564D113 
(from clone 


939 


TGAAGAATGTG 


0,44 


2 


4.55 

'i vv 


0,86 


Hs 112557 


ESTs Mndpratplv cimilar 

w I w, IVIUUCI old y Ollllllal 

to ZN85_HUMAN ZINC 


940 


GCCAGTGCCTG 


0,44 


2 


4,55 


0,86 


Hs 106061 


RD RNA-bindinn nrnfpin 


941 


CCACTGCTCTC 


2,64 


12 


4,55 


4,26 


Hs 23510 


KruDD^I-like fartor 1? 

ixi up^&i iir\w lowlwl l& 


942 


CTATTGCACTC 


1,32 


6 


4.55 


2,29 


Hs 160483 


firvthrnr\/tp mpmhrano 

wijviiiu v yic 1 1 ICI I IL/lol IC 

protein band 7.2 (stomatin) 


943 


ATGTACCTGAT 


1,55 


7 


4,52 


2,61 


Hs.29191 


epithelial membrane Dro- 
tein 2 


944 


GTGGGGGGGAG 


1,55 


7 


4,52 


2,61 


Hs. 10700 


hypothetical protein 


945 


CACCTGTAGTC 


8,23 


37 


4.50 


11.92 


Hs.267812 


sortina nexin 4 


946 


TCTGCACACAC 


0.67 


3 


4.48 


1.22 


Hs.78518 


natriuretic peptide receptor 


947 


GACAATTCTGT 


0,67 


3 


4.48 


1.22 


Hs. 186571 


hypothetical protein 
FLJ1070Q 


948 


AGGGGAAGGTG 


1,79 


8 


4,47 


2,92 


Hs.1 12540 


EST 


949 


CAAGACGGGGG 


4,31 


19 


4.41 


6,29 


Hs. 106 185 


ral guanine nucleotide 
dissociation stimulator 


950 


TAATTTGCGTT 


0,91 


4 


4.40 


1,56 


Hs.79368 


epithelial membrane pro- 
tein 1 


951 


AGAATCGTTTG 


0,91 


4 


4.40 


1,56 


Hs. 136299 


ESTs . 


952 


AACAGTCAAAA 


3,87 


17 


4.39 


5,66 


Hs.26557 


plakophilin 3 


953 


GCAAAACTCTG 


2,29 


10 


4,37 


3,49 


Hs.278746 


ESTs, Moderately similar 
to ALU8_HUMAN ALU 
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954 


GCCAGCCAGTG 


2,29 


10 


4,37 


3,49 


Hs. 149098 


smoothelin 


955 


GCGAAATCCCA 


1,38 


6 


4,35 


2,21 


Hs.268728 


ESTs 


956 


TCTGTGGTCCC 


1,38 


6 


4,35 


2.21 


HS.227894 


ESTs, Weakly similar to 
ALU1 HUMAN ALU 


957 


CCTATAATTCC 


1,38 


6 


4,35 


2,21 


Hs. 135491 


ESTs 


958 


GCAATAAAATA 


0,23 


1 


4,35 


0,4 


Hs.99621 


ESTs 


959 


TGGAATCCAGG 


0,23 


1 


4,35 


0,4 


Hs.98135 


ESTs 


950 


CTTTTGTCAGC 


0,23 


1 


4,35 


0,4 


Hs.90858 


Homo sapiens clone 
25023 mRNA sequence 


961 


TTATTGTATTG 


0.23 


1 


4,35 


0,4 


Hs.89474 


ADP-ribosylation factor 6 


962 


ATGG AG GTATG 


0,23 


1 


4,35 


0,4 


Hs.8944 


procollagen C- 
endopeptidase enhancer 2 


963 


TCGTGTTTTCG 


0,23 


1 


4,35 


0,4 


Hs.87595 


translocase of inner mito- 
chondrial membrane 22 
(yeas 


964 


TTGTGGCCCCA 


0,23 


1 


4,35 


0,4 


Hs.84630 


ESTs 


965 


TTTGTTTGTTT 


0,23 


1 


4,35 


0,4 


Hs.8355 


ESTs 


966 


GTCACGAACAT 


0,23 


1 


4,35 


0,4 


Hs. 82933 


protein x 013 


967 


GTTAAGGTAAA 


0,23 


1 


4,35 


0,4 


Hs.79241 


B-cell CLL/lymphoma 2 


968 


AAGAAGAAAAG 


0,23 


1 


4,35 


0,4 


Hs.78293 


ESTs 


969 


TAGCCAGTTAA 


0,23 


1 


4,35 


0,4 


Hs.74101 


spleen tyrosine kinase 


970 


CTGCCCGGGGC 


0,23 


1 


4,35 


0,4 


HS.74097 


mercaptopyruvate sulfur- 
transferase 


971 


AACGGTGTTTG 


0.23 


1 


4,35 


0,4 


Hs.71371 


ESTs 


972 


CATAAACGGGC 


0,23 


1 


4,35 


0,4 


Hs.69954 


laminin, gamma 3 


973 


TCCTTAGATTA 


0,23 


1 


4,35 


0,4 


Hs.69743 


GM2 ganglioside activator 
protein 


974 


CTGGCATAGAA 


0,23 


1 


4,35 


0,4 


Hs.61272 


ESTs 


975 


ACTGCCCCTGA 


0,23 


1 


4,35 


0,4 


Hs.59729 


semaphorin sem2 


976 


TCTGCTGCCTG 


0,23 


1 


4,35 


0,4 


Hs.58006 


ESTs 


977 


GAAGATGAATA 


0,23 


1 


4,35 


0,4 


Hs.54982 


ESTs, Weakly similar to 
ALU4 HUMAN ALU 


978 


GACCAAAGAAG 


0.23 


1 


4.35 


0,4 


Hs.48948 


ESTs 


979 


GAATGAATGCA 


0,23 


1 


4,35 


0.4 


Hs.48604 


DKFZP434B168 protein 


980 


GCACAACTAAA 


0,23 


1 


4,35 


0,4 


Hs.47587 


ESTs 


981 


GAAI I I IACAC 


0,23 


1 


4,35 


0,4 


Hs.47522 


ESTs 


982 


AAGGGGCGGCG 


0.23 


1 


4,35 


0,4 


Hs.456 


leukotriene C4 synthase 


983 


AGGGACTTTAT 


0,23 


1 


4,35 


0,4 


Hs.43148 


ESTs 


984 


TATTCAGAACC 


0.23 


1 


4,35 


0,4 


HS.40289 


ESTs 


985 


ACAACTGGAAT 


0,23 


1 


4,35 


0,4 


Hs.37372 


Homo sapiens DNA bind- 
ing peptide mRNA, partial 
cds 


986 


TAATAAAATGC 


0,23 


1 


4,35 


0.4 


Hs.29008 


ESTs 


987 


TTATGCTTGTA 


0,23 


1 


4,35 


0,4 


Hs.284153 


Fanconi anemia, comple- 
mentation group A 


988 


TTTTGAAGATA 


0,23 


1 


4,35 


0,4 


Hs. 283322 


hypothetical protein 


989 


G C AAATCAG AT 


0,23 


1 


4,35 


0.4 


Hs.279477 


ESTs 


990 


GTAAAACCCCT 


0,23 


1 


4,35 


0,4 


Hs.277896 


EST 


991 


GGCCAGGCGTG 


0,23 


1 


4,35 


0,4 


Hs.276994 


EST 


992 


AATGTTAGAGC 


0,23 


1 


4,35 


0.4 


Hs.270331 


ESTs 
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993 


TACCTATAGTC 


0.23 


1 


4,35 


0.4 


Hs.269838 


ESTs 


994 


TGTGAGAAAGT 


0,23 


1 


4,35 


0.4 


Hs.241493 


natural killer-tumor recog- 
nition senuencp 


995 


AATTGTGCATT 


0,23 


1 


4,35 


0,4 


Hs.240443 


chondroitin 4- 
sulfotransferase 


996 


GTGGTGCGCAT 


0.23 


1 


4,35 


0.4 


Hs.236505 


EST, Weakly similar to 
ALU6 HUMAN ALU SUB- 
FAMILY 


997 


Gl 1 IAIAAI IA 


0,23 


1 


4.35 


0,4 


Hs.231966 


ESTs 


998 


CTGGCACCCTG 


0,23 


1 


4.35 


0.4 


Hs.212716 


EST 


999 


AAAAATGGTGG 


0.23 


1 


4.35 


0.4 


Hs.204930 


EST 


1000 


GAG CAGGCAAA 


0,23 


1 


4.35 


0.4 


Hs.200333 


apolipoprotein B48 recep- 
tor 


1001 


CCAAAAAAGTG 


0.23 


1 


4,35 


0.4 


Hs.184242 


sterol-C5-desaturase 
(fungal ERG3, delta-5- 
desaturas 


1002 


CCAGAGGAATG 


0,23 


1 


4.35 


0,4 


Hs.180414 


heat shock 70kd protein 
10(HSC71) 


1003 


CCACAAAAAAA 


0.23 


1 


4.35 


0.4 


Hs. 179091 


EST 


1004 


GCTTACCTGCT 


0,23 


1 


4,35 


0,4 


Hs. 174031 


cytochrome c oxidase 
subunit Vlb 


1005 


TATTAGACACC 


0,23 


1 


4.35 


0,4 


Hs. 17258 


ESTs 


1006 


GAATGTTGACA 


0,23 


1 


4.35 


0,4 


Hs. 16959 


ESTs 


1007 


TGAGGGGTGGG 


0,23 


1 


4.35 


0.4 


Hs. 166293 


EST 


1008 


TATATAAGTAC 


0,23 


1 


4.35 


0.4 


Hs. 166011 


catenin fcadherin- 

WMtW 1 III 1 1 WW NJI 1 W fill 

associated protein), delta 
1 


1009 


TAATAATACAA 


0,23 


1 


4.35 


0.4 


Hs. 16349 


KIAA0431 protein 


1010 


TGGGAGGCTGA 


0,23 


1 


4.35 


0.4 


Hs. 161554 


hypothetical protein 
FLJ20159 


1011 


AGCTCCTTAAG 


0,23 


1 


4,35 


0.4 


Hs. 159509 


alpha-2-plasmin inhibitor 


1012 


CTTTTTGTGGT 


0,23 


1 


4,35 


0.4 


Hs. 1531 06 


Homo sapiens clone 
23728 mRNA sequence 


1013 


CTGHU IGAA 


0,23 


1 


4.35 


0.4 


Hs. 152720 


Vl-Dhase ohosDhoorotein 6 


1014 


GCAGACTATCC 


0,23 


1 


4.35 


0.4 


Hs. 151696 


DKFZP727G051 Drotein 


1015 


GTTCCCTGGTG 


0,23 


1 


4,35 


04 


Hs 146090 


ESTs 


1016 


CCTACAGTCCC 


0.23 


1 


4,35 


0,4 


Hs. 144874 


Homo saoiens mRNA* 
cDNA DKFZp761C0524 
(from 


1017 


CAATCCTCCTG 


0,23 


1 


4.35 


0,4 


Hs. 138407 


ESTs 


1018 


AACAAGTAATA 


0,23 


1 


4.35 


0.4 


Hs. 134350 


ESTs 


1019 


TCCAGTACAGA 


0,23 


1 


4,35 


0.4 


Hs. 12969 


hypothetical protein 


1020 


GGAGGCTGGGG 


0,23 


1 


4,35 


0.4 


Hs. 127452 


ESTs 


1021 


ACTCTGCTCGG 


0,23 


1 


4,35 


0.4 


Hs. 126900 


ESTs 


1022 


TTCTGTGAGTG 


0,23 


1 


4,35 


0,4 


Hs. 122559 


ESTs 


1023 


TCCTGTGATTT 


0,23 


1 


4,35 


0,4 


Hs. 12253 


ESTs 


1024 


AAAGCACAAGT 


0,23 


1 


4,35 


0,4 


Hs. 11 1758 


keratin 6B 


1025 


MM IGAAAAA 


0,23 


1 


4,35 


0,4 


Hs. 109646 


NADH dehydrogenase 
[ubiquinone) 1 beta 
subcomplex, 6 


1026 


AAGTCCTGGCC 


0,23 


1 


4,35 


0,4 


Hs.109314 


ESTs, Weakly similar to | 
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2202255A AT motif- 
binding fa 


1027 


TGTTACTGGAT 


0,23 


1 


4,35 


0.4 


Hs. 100861 


ESTs. Weakly similar to 
spastin protein [H.sapiensJ 


1028 


CCTGTAATCTT 


1,85 


8 


4,32 


2,84 


Hs. 120882 


ESTs, Moderately similar 
to ALU1_HUMAN ALU 


1029 


GTGGCGGGCAC 


19,81 


85 


4,29 


25,22 


Hs 283044 


hypothetical protein 
PR02859 


1030 


CCACTTGCACT 


0.7 


3 


4,29 


1,18 


Hs.220962 


EST. Weakly similar to 
ALU1 HUMAN ALU SUB- 
FAMILY 


1031 


TTCCATACCCC 


0,7 


3 


4.29 


1,18 


Hs. 180398 


LIM domain-containing 
preferred translocation 
partne 


1032 


ATTGCATCACT 


1,17 


5 


4.27 


1,85 


Hs.209111 


EST 


1033 


GAGTTAAAAAA 


1.17 


5 


4.27 


1,85 


Hs. 180255 


major histocompatibility 
complex, class II, DR beta 


1034 


GGGCCCTGGCC 


0,94 


4 


4.26 


1,53 


Hs.25895 


ESTs, Weakly similar to 
PI-3 kinase [H.sapiens] 


1035 


CAGATGGAGGC 


0,94 


4 


4.26 


1,53 


Hs. 127273 


hypothetical protein 
FLJ 10044 


1036 


CCTCTCCCACA 


0.47 


2 


4,26 


0,82 


Hs.99197 


ESTs 


1037 


GCCAGGGGGTA 


0,47 


2 


4,26 


0,82 


Hs. 96875 


ESTs 


1038 


CTCAGTCTTTT 


0,47 


2 


4.26 


0,82 


Hs.76722 


CCAAT/enhancer binding 
protein (C/EBP), delta 


1039 


GATGTATTCTA 


0,47 


2 


4,26 


0,82 


Hs.75844 


ESTs, Highly similar to 
AF151903.1 CGI-145 
protein [ 


1040 


CCCTTCTGTAA 


0,47 


2 


4.26 


0.82 


Hs.75716 


plasminogen activator 
inhibitor, type II (arginine-s 


1041 


TGGAACTGTCA 


0,47 


2 


4,26 


0,82 


Hs. 285802 


ESTs 


1042 


GGCCTGTAATC 


0,47 


2 


4,26 


0,82 


Hs.267400 


ESTs, Moderately similar 
toALU7 HUMAN ALU 


1043 


AGGTATATATC 


0,47 


2 


4,26 


0,82 


Hs.24715 


Homo sapiens mRNA; 

cDNADKF2p434D0215 

(from 


1044 


TTCTGAAAGGA 


0,47 


2 


4.26 


0,82 


Hs.227209 


DKF2P586F1 01 9 protein 


1045 


AGCCTGTGGTC 


0,47 


2 


4.26 


0,82 


Hs. 15491 9 


KIAA0625 protein 


1046 


TTGCGTGTGTC 


0,47 


2 


4.26 


0,82 


Hs.1183 


dual specificity phos- 
phatase 2 


1047 


CATAATTTCTC 


0,47 


2 


4,26 


0.82 


Hs. 104660 


elF-5A2 protein 


1048 


TGGGACGTGAG 


1.67 


7 


4.19 


2,45 


Hs.3796 


EphB6 


1049 


GCGAAATCCCG 


2.4 


10 


4.17 


3.34 


Hs. 194251 


ESTs, Weakly similar to 
ALU2 HUMAN ALU 


1050 


ACCAAAAACCA 


28,92 


120 


4.15 


34,01 


Hs. 172928 


collagen, type I, alpha 1 


1051 


AACCCAGGAGG 


30,47 


126 


4,14 


35,53 


Hs. 161 554 


hypothetical protein 
FLJ20159 


1052 


TCTCTGTGTAG 


0.97 


4 


4.12 


1.49 


Hs.79187 


coxsackie virus and ade- 
novirus receptor 


1053 


CGCAGTAGGGG 


0,97 


4 


4.12 


1.49 


Hs.17411 


KIAA0699 protein 


1054 


CGAGAGGGAGA 


0,97 


4 


4.12 


1,49 


Hs.158159 


FAT tumor suppressor 
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(Drosophila) homoloq 2 


1 UJJ 


GTGGCATCTGC 




A 


4,1^ 


1 AO 


MS. 1244 


CD9 antigen (p24) 


1 n^fi 

l UOD 




1 7 
I.' 




4,12 


2,42 


nS.1U2l n 


immunoglobulin super- 
family containing leucine- 
rich r 


1057 


GCAAAACCCCT 


1,46 


6 


4,11 


2.1 


Hs.75238 


chromatin assembly factor 
1, subunit B (p60) 


1UOO 


1 I 1 1 r\\s 1 


1 ,40 


c 
0 


AAA 

4,n 


1 4 

2,1 


HS.72157 


DKFZP554I1922 protein 


1059 


CCCCAGGCTGC 


0.73 


3 


4,11 


1.15 


Hs.9645 


ESTs 


1UOU 


TA A h ATf^TTHTA 
1 Mnnn lol 1 1 « 


n 7^ 




Z 44 

4,1 1 


4 A C 

1.15 


HS.94109 


ESTs 


1061 


CCTACTGCACT 


0,73 


3 


4,11 


1.15 


Hs.225641 


ESTs. Moderately similar 
to KIAA0680 protein 
[H.sapi 








O 


A A^ 
4,11 


1,10 


We A 1 C£77 


prostate differentiation 
factor 


1 UDO 


AAGPAPAAAAA 






a in 


0,0/ 


MS. 9900 


I YKO protein tyrosine 
kinase binding protein 


I 








a no 
4,uy 


20,40 




malignancy-associated 
protein 


1065 


AoAAuO 1 1 AAA 


3,43 


14 


4,08 


4,43 


Hs. 181 244 


major histocompatibility 
complex, class 1, A 


1066 


CCTGAAATCCC 


1,96 


e 


4,08 


2,69 


Hs.182124 


ESTs 


1067 


GCGAAACCCAG 


3,22 


13 


4,04 


4.1 


Hs. 142442 


HP1-BP74 


1068 


ATGTAGGTGCC 


2,23 


9 


4,04 


2,96 


Hs.173717 


phosphatide acid phos- 
phatase type 2B 


1069 


T T AAA I AlaUAC 




A f\ 

10 


4,02 


3.23 


Hs.1 72928 


collagen, type I, alpha 1 


1070 


i i 1 IAI 1 ICCA 


0 


4 


4,00 


5,89 


Hs.93780 


ESTs, Weakly similar to 
ALUBJHUMAN !!!! ALU 
CLASS 


A r\~7 A 

1071 




U 


4 


a r\f\ 

4,00 


5,89 


Hs.74471 


gap junction protein, alpha 
1, 43kD (connexm 43) 


1072 


CCTTACCTAAG 


0 


4 


4.00 


5.89 


Hs.240217 


dopachrome tautomerase 
(dopachrome delta- 
isomerase, 


1073 


CTCCCTGAACG 


0 


4 


4.00 


5.89 


Hs.11006 


ESTs 


A C\~7 A 




< 


A 

4 


4,00 


A ii c 

1,45 


Hs.259855 


ESTs 


1075 


GTGGCAAGCAC 


1 


4 


4,00 


1,45 


Hs.1 38860 


Rho GTPase activating 
protein 1 


1076 


TTCACCATCCT 


1 


4 


4,00 


1,45 


Hs.101395 


ESTs, Weakly similar to 
tetraspan NET-4 
(H. sapiens] 


1077 


AGAGGGAGTGA 


0,5 


2 


4,00 


0,78 


Hs.85201 


C-type (calcium depend- 
ent, carbohydrate- 
recognition 


1078 


A /NT^^TT^ AAA 

AGTCCTTGAAA 


0.5 


2 


4,00 


0,78 


Hs.81665 


v-kit Hardy-Zuckerman 4 
curie bditonia virai onco* 
gen 


1079 


CCCAGCCTAAA 


0.5 


2 


4,00 


0,78 


Hs.47986 


Homo sapiens mRNA; 
cDNA DKFZp586H051 
(from clone 


1080 


TTTAACTGACA 


0.5 


2 


4,00 


0,78 


Hs.24880 


ESTs 
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1081 


CCTTGTAATCC 


0,5 


2 


4,00 


0,78 


Hs. 197054 


EST 


1 \JO£, 


fiAAf^PTTATP 


n 

u,o 




a no 


n 7P 


ns. 1 1 to ' *i 


nucicar Tacior ot aciiVdteo 
T-cells, cytoplasmic 3 


l uoo 


TAf^PAAAHATT 




O 
£, 


4 no 


n 7ft 


He 1RR179 


aiyi fiyuruwaiuon rcccpior 


1084 


CACATCTGTAA 


0 5 


2 


4,00 


0,78 


Hs 16533 

1 1 W • IWWwW 


mvosin ohosDhatasp 

1 1 IT WW III Wl I W W kSI WW' , 

target sub-unit 1 


1085 


TTCAGTAATAA 


0,5 


2 


4,00 


0,78 


Hs. 13479 


hypothetical protein 
FLJ20847 


1 uou 




0 5 


2 


4 no 


0 78 


Hs 117582 


Cf5l-4^ nrntpin 


1087 


CTTCTGCCTCA 


0,5 


2 


4,00 


0,78 


Hs. 11 5896 


ESTs 


a noQ 
lUoo 


Onbnoo 1 On I 1 


n ^ 
u,o 


o 

£. 


a nn 


n 7ft 
u, / 0 


ns. i i **uo4 


pruicin lyrosine pnos* 
phatase-like (proline in- 
stead 0 


i uoy 


ATm Al T" I 1 TA 
M lolnl 1 1 1 In 




9 


4 no 


n 7ft 


He mft^Qfi 




1090 


CT AT AG GAG AC 


1,26 


5 


3,97 


1.75 


Hs.8966 


integral membrane protein 
1 




TPP^TfiTATAA 




5 
w 


3 97 


1 75 

l,/9 


Hs 3321 


FSTs Hiohlv similor tn 

1— w 1 9, 1 1IUI 11 V wllllllOI iw 

irx3.m0use iro- 
quo7s- 


1092 


GCAAAACCCCA 


24,76 


98 


3.96 


26.53 


Hs. 129708 


tumor necrosis factor 
liigana; supenamiiy, 
niciTiucr i 


1093 


1 1 ULA 1 Al^CO 1 


4 CO 
1,0^ 


0 


1 Oft 




Ue Qftvlft 


iNoxcn \urosopnuaj no* 
molog 3 


1094 


CTCj 1 (jAAA 1 


U, f D 


o 


Q Oft 


1,1 1 


ns.£ jo i o 


nypomeiicai proiein 
FLJ107D4 

• ^,w lU/ w^T 


1095 


AAAGAACATAG 


0,76 


3 


3,95 


1,11 


Hs. 104558 


ESTs 




PAPPT^TAATP 


Q 41 

w,*t 1 


37 

w i 


3 93 

wJ , WW 1 


10,41 


Hs 275819 


EST 


1 L/S7 f 


^f^PAAPAAGAG 


2 29 


g 


3,93 


2,89 


Hs 205739 

1 lw*fcWWf WW 


ESTs Weaklv similar to 

I W | W T WO r\l 3 Willi 11 CI I 

ALU7 HUMAN ALU 






18 52 


72 


3 89 


19 32 


Hs 277015 


EST 


1099 


ACCTTCAAAAA 


1,03 


4 


3,88 


1,42 


Hs.28444 


hypothetical protein 
FL J 10567 


11 UU 


r\V_/A 1 I yob I 1 


1 0^ 


A 
*? 




1 42 


no. i w*tv09 






O 1 AUO Inl Ivl 




ft 
O 


^ R7 

9,0/ 


9 


H<i 7fi^2S 
no. ' Ww^w 


ii i if uuf Hjy iuuuiii i w puiypcp" 
tide linker orotein for imrn 


1102 


ATCCGCCTGCC 


1,55 


6 


3.87 


2 


Hs. 167956 


ESTs, Weakly similar to 
KIAA0309 [H. sapiens] 


1103 


ACCCACGTCAG 


6.21 


24 


3,86 


6.84 


Hs.198951 


jun B proto-oncogene 


1104 


TAATCCCAGCT 


3,63 


14 


3.86 


4,18 


Hs.238384 


EST 


•1 A AC 

noo 


ATTrrArrAPT 

A 1 1 O^AUUMv 1 


ii QO 

1 1 ,30 




1 Rfi 




no. 1 1 r UOa 




1106 


AGGACCAAGGA 


0.26 


1 


3.85 


0,37 


Hs.99539 


ESTs, Weakly similar to 

Al 1 17 Ml IMAM At 1 1 


1 107 




n oft 


I 


? Aft 
0,09 


0 77 


(15.5? / **oy 


CCTe \A/poHt/ ci'pnilar trt 

co i o, vvcciMy biiniicii lu 

149698 alpha-1,3- 
galactosylt 


1108 


CTCCATTGTCT 


0.26 


1 


3,85 


0.37 


Hs.93005 


slug (chicken homolog), 
zinc finger protein 


1109 


TGACATTAAAC 


0.26 


1 


3,85 


0,37 


Hs.87432 


ESTs 


1110 


GGATTCAAGAG 


0.26 


1 


3,85 


0,37 


Hs.86947 


a disintegrin and metallo- 
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proteinase domain 8 


1111 


ATGTTATCATA 


0 26 


i 
i 




U, Or 




mitogen-activated protein 
Kinase y 


1112 


TACTCTGTTGA 


0,26 


1 


3,85 


0.37 


Hs.82587 


phospholipase D1, pho- 
phatidylcholine-s pecific 


1113 


GGAAAAGAAAA 


0,26 


. 1 


3,85 


0.37 


Hs.82141 


Human clone 23612 
mRNA sequence 


1114 


TATACGTTATG 


0 26 


i 


3 85 




Uc 7QOQ4 


rs»/\AuiD i gene product 


1115 


CACTTGGTGAT 


0,26 


1 


3,85 


0,37 


Hs.77348 


hydroxyprostaglandin 
dehydrogenase 15-(NAD) 


1116 


ATGAATGTAAA 


0 26 

v^w 


i 


3 85 


0 37 


no. / OQwg 


nomo sapiens mKNA full 
length insert cDNA clone 


1117 


IGI 1 1 ICAIAA 


0,26 


1 


3,85 


0,37 


Hs.75703 


small inducible cytokine 
A4 (homologous to mouse 

A A in 
Mtp 


1118 

1 i IU 


AGTilACGATH 

twj ill nv>Jr\ i i 


ft 9fi 


1 
i 




Vj,wf 


U e 7ACLAQ, 


cytochrome c oxidase 
suDunii vie 


1119 


GTGGTTCATTC 


0,26 


1 


3 85 

W| WW* 


0 37 

w , w • 


Hs 6853 


wdi uuriyuraie ^03- 

a ww i y i^iuuudai nil ic O w J 

sulfotran^f^r 

wUHwll Ql lOlvl 


1120 


CAACAAAAGCA 


0,26 


1 


3,85 


0,37 


Hs. 66450 


ESTs 


1121 


CAI 1 i 1 I1UCG 


0,26 


1 


3,85 


0 37 


Hs 59525 

t IWtWWWtbW 


ESTs 


1122 


CTGCTAAACTA 


0.26 


1 


3,85 


0,37 


Hs.46826 


ESTs 


1 123 


ACCCTGAATGG 


0 26 

w ( £. %J 


1 




n 17 


Ue ID Aft 


Co 1 S 


1124 


TTGTAACAAAA 


0 26 


1 


3 85 


0 17 


n&.su i w*9 


jumonji ^mouse; nomoiog 


1125 


TGCTGTTCATA 




i 






Wc 1705Q 

ns.w/yOw 


CCTe 

co I S 


1126 


TATGTGGGTTA 


0,26 


1 


3,85 


0.37 


Hs.34359 


ESTs 


1 127 


CAGCAATTATA 


v,&w 


i 


0,03 


n 17 




inosttoi poiypnospnate-1- 

nhricr\hataco 
JJf lUopi IdldoC 


1128 


CTCCATTGCCA 


0,26 


1 


3.85 


0,37 


Hs.31869 


ESTs 


1129 


GGGTGGGTCAC 


0 26 




3 85 

W f Ww" 


0 37 




COT c 
CO I s 


1130 


ATTCCACCACT 


0,26 


1 


3,85 


0,37 


Hs.2934 


ribonucleotide reductase 


1 131 


TCTTACTCAGA 


0 26 


i 

i 


3 85 


0 17 




Co I s 


111? 


AATAAAAAATA 




i 
i 




n 17 


Me 


nomo sapiens PAr\2 
mRNA, complete cds 


111^ 


GAGACAGTGAC 


ft 96 


i 


0,Oj 


n 17 


U e Oft^d 1,4*5 


nypotneticai protein 
DKFZp762N0610 


1 1 14 


CCTGGGCAACA 


0 56 


1 




0 17 


Wc 07^ftftl 
n5.&/ ODOO 


to I 


1135 


CCTTTGCACTC 


0,26 


1 


3.85 


0,37 


Hs.265124 


ESTs 


1 1 oo 




n ^ft 


4 
1 




n Q7 


Ue 

nS.^o4wOw 


hypothetical protein 
pi noun 


1137 


TTGGCCCAGTC 


0,26 




3 85 

W, WW 


0 37 


He 25951 


r\nu yudnine nuciwOiiQc 

exchange factor (GEF) 3 


1138 


TCTTTAAAGTA 


0,26 


1 


3.85 


0.37 


Hs.25155 


guanine nucleotide regula- 
tory protein (oncogene) 


1139 


ATATTGGTGGT 


0.26 


1 


3.85 


0,37 


Hs.250692 


hepatic leukemia factor 


1140 


GTGGCGAATGC 


0,26 


1 


3,85 


0,37 


Hs.230479 


EST 


1141 


TATTAACATTC 


0,26 


1 


3.85 


0,37 


Hs.226573 


inhibitor of kappa light 
polypeptide gene enhan- 
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cer i 


1142 


TCTCCATTCCT 


0,26 


1 


3,85 


0,37 


Hs.226573 


inhibitor of Kappa light 
polypeptide gene enhan- 
cer i 


1143 


TATATAGAATG 


0,26 


1 


3,85 


0,37 


Hs.22581 


ESTs 


1144 


GCGAGATCCTG 


0.26 


1 


3.85 


0,37 


Hs.22529 


ESTs, Weakly similar to 
ALU1_HUMAN ALU 


1145 


CACTCCAACCT 


0.26 


1 


3,85 


0,37 


Hs.205899 


ESTs, Weakly similar to 
ALU5_HUMAN ALU 


1146 


CGATGTTAAAA 


0.26 


1 


3.85 


0,37 


Hs.20072 


myosin regulatory light 
chain interacting protein 


1147 


CCTTCTGAATA 


0,26 


1 


3.85 


0,37 


Hs. 194660 


ceroid-lipofuscinosis, 
neuronal 3. juvenile (Bat- 
ten, 


1148 


TGAGGATCCAG 


0.26 


1 


3.85 


0.37 


Hs. 191621 


ESTs 


1149 


ATTGTACAACA 


0.26 


1 


3,85 


0,37 


Hs. 184326 


CDC10 (cell division cycle 
10, S. cerevisiae, homolo 


1150 


AGC CTATTAAA 


0,26 


1 


3,85 


0.37 


Hs. 183593 


zinc finger protein 24 
(KOX 17) 


1151 


GCCCCTGCGCC 


0,26 


1 


3.85 


0.37 


Hs. 183202 


ESTs 


1152 


GTGAATGCACT 


0.26 


1 


3.85 


0,37 


Hs. 176065 


ESTs 


1153 


TTCATTAAGAA 


0.26 


1 


3.85 


0,37 


Hs. 17411 


KIAA0699 protein 


1154 


ACCGAGGTGCA 


0,26 


1 


3.85 


0.37 


Hs. 171 882 


ESTs 


1155 


TTGGTATTGCA 


0.26 


1 


3.85 


0,37 


Hs. 163541 


ESTs 


1156 


A1G1AI I I ICA 


0.26 


1 


3.85 


0,37 


Hs.161554 


hypothetical protein 
FLJ20159 


1157 


GTTGAATTGCA 


0.26 


1 


3.85 


0,37 


Hs. 156828 


Homo sapiens cDNA 
FLJ10522 fis, clone 


1158 


TCTGTCATCCC 


0.26 


1 


3.85 


0,37 


Hs. 1501 58 


ESTs 


1159 


GTGGTGCAAAC 


0.26 


1 


3.85 


0,37 


Hs. 149852 


EST, Weakly similar to 
ALU1 HUMAN ALU SUB- 
FAMILY 


1160 


GGCTTTGGAAT 


0,26 


1 


3,85 


0,37 


Hs.146481 


ESTs 


1161 


I I IGCI I I IGA 


0.26 


1 


3.85 


0,37 


Hs. 144504 


hypothetical protein 
FLJ 10624 


1162 


AAAGCATTAGA 


0,26 


1 


3.85 


0,37 


Hs.14155 


KIAA0653 protein 


1163 


AAACAACCCCA 


0,26 


1 


3,85 


0,37 


Hs.1369 


decay accelerating factor 
for complement (CD55. 
Crom 


1164 


CTCCTTGTCCC 


0.26 


1 


3.85 


0.37 


Hs. 135530 


EST 


1165 


GTGCTGCACAC 


0.26 


1 


3.85 


0.37 


Hs. 133272 


ESTs, Weakly similar to 
ALUC HUMAN !!!! ALU 
CLASS 


1166 


TTTAAACTTGG 


0,26 


1 


3,85 


0.37 


Hs. 12431 


ESTS 


1167 


CGGCCCAGGTT 


0.26 


1 


3.85 


0,37 


Hs. 122823 


thousand and one amino 
acid protein kinase 


1168 


CTGACTGATGG 


0,26 


1 


3.85 


0,37 


Hs. 121 509 


collagen, type XI, alpha 2 


1169 


ATAGATACACA 


0,26 


1 


3.85 


0.37 


Hs. 120850 


ESTs 


1170 


TGGCAGTAGTG 


0,26 


1 


3.85 


0.37 


Hs. 120644 


ESTs 


1171 


AAATCCTTCTA 


0,26 


1 


3.85 


0.37 


Hs.1 19301 


S100 calcium-binding 
protein A10 (annexin II 
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ligand, 




I ICAAACI I IGT 


0.2f 




3,8! 


5 0,3} 


r Hs. 117582 




117: 


\ TAC ACCTG GAA 


0.2€ 




3,8! 


j 0.3/ 


r Hs. 114624 


ESTs 


1174 


^ CAAGGA 1 1 I I I 


o,2e 


> 


3.8J 


> 0.3/ 


r Hs. 111323 


riuiciii inniDiior or acti- 
vated STAT X 


1 175 


i CTAGTATAAAA 


0,2£ 


i * 


3.8J 


> 0,3/ 


r Hs. 106650 


hypothetical protein 
FLJ20533 


1176 


AATATAAAAAA 


o,2e 




3,8f 


> 0,37 


r Hs. 103548 


ESTs, Weakly similar to 
ALU1 HUMAN At l J 


1177 


CAAATATGGTT 


0,26 


» 1 


3,8£ 


> 0,37 


Hs. 10351 


KIAA0308 protein 


1178 


CAAGAACAGGG 


0.26 




3,85 


» 0,37 


Hs. 102 135 


signal sequence receptor, 


1179 


TCACCGGTCAG 


15,94 


61 


3,83 


16,2 


Hs. 80562 


gelsoiin (amyloidosis, 

r iririiwn typcy 


1180 


GTGAAAACCCC 


1.05 




3,81 


1,38 


Hs.277213 


t-^ 1 1 vveaKiy similar io 
ALU7 HUMAM Al II IP 
FAMILY 


1181 


GTGGTGGGCAC 


15,76 


60 


3,81 


15,85 


Hs.77510 


iwuvdiwiyi coenzyme A 
dehydrogenase 


1182 


GTGGTGGGTGC 


15,79 


60 


3.80 

w ( w v 


15,81 


Hs 136509 

f i *y • i wwww^w 




1183 


CCGTTGCACTC 


1,58 


6 


3,80 


1,96 


Hs.278329 




1184 


CATCACGGATC 


0,79 


3 


3,80 


1,08 


Hs.82112 


interleukin 1 receptor, type 


1185 


GTATGTACAGG 


0.79 


3 


3.80 


1,08 


Hs. 164255 


ESTs, Moderately similar 


1186 


CCCTTTATATC 


0,79 


3 


3,80 


1,08 


Hs. 13766 


ESTs 


1187 


GCTCGTGGTCA 


0,79 


3 


3.80 


1.08 


Hs 119475 


bindinq protein 


1188 


CCCATCTAGCT 


0,79 


3 


3.80 


1.08 


Hs 106070 

■ iw. I www r w 


uywiin-uepenoeni Kinase 
ifiiiiUUOf iu (PO/, r\lp4t) 


1189 


TCTCAAAAAAA 


2.11 


8 


3.79 


2.52 


Hs. 194841 


ESTs, Moderately similar 
to ^LL/o_nuiyiMrv ALU 


1190 


CCCCTGGCTGG 


1,32 


5 


3 79 


1,68 


Hs 920 


muuuiaior recognition 

avlwJ l 


1191 


GGI IAI I I AG I 


1,32 


5 


3.79 


1.68 


Hs.8110 


adducin 3 (gamma) 


1192 


GCAAAACCTCA 


1,85 


7 


3,78 


2.24 


Hs 1 56596 

■ W « 1 wwwww 


i o, wcaMy sirniior io 
ALU7 HUMAN ALU 


1193 


AGTTGTTTGGT 


0,53 


2 


3.77 


0,75 


Hs. 96418 


ESTs 


1194 


TCATAGCCTTG 


0,53 


2 


3.77 


0,75 


Hs.78846 


leaf Shork 97kH nrntoin 9 


1195. 


AGGACTGGACT 


0,53 


2 


3,77 


0,75 


Hs.75258 


^2A histnnp fa mil u mom. 

» iiiwkwiiw iwlMlly, fflwlll 

ber Y 


1196" 


TAAACCTAGGA 


0.53 


2 


3.77 


0,75 


Hs 56186 

• tW*W>^ 1 W># 


s-vi hf\c-uui iidii i, rnuiupie 
3 


1197 ( 


3TGGCTCACTT 


0.53 


2 


3.77 


0,751 


Hs.285616 


ESTs 


1198' 


fCATTTGGTGT 


0.53 


2 


3.77 


0,75 1 


Hs 285439 




1199 ( 


3CCTTGGCAGT 


0.53 


2 


3,77 


0,751 


Hs.25351 

i 


roquois-class homeodo- 
nain protein 


1200( 


2CCTTGTTCTT 


0.53 


2 


3.77 


0,751 


Hs.250723 

I 


"K506 binding protein 12- 
apamycin associated 
srotei 


1201 ( 


3AACAGTATGA 


0.53 


2 


3.77 


0,75 \ 


Hs. 189762 


ESTs 
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ATGGCAGGCGG 


0,53 


2 


3.77 


0,75 


Hs.161554 


hypothetical orotein 
FLJ20159 


1203 


ACACAGCAAGA 


36,07 


136 


3.77 


34.48 


Hs.80562 


gelsolin (amyloidosis, 
Finnish type) 


1204 


GATCAGGCCAG 


7,97 


30 


3.76 


8.16 


Hs.1 19571 


collagen, type III, alpha 1 
(Ehlers-Danlos syndrome 


1205 


GTGAAACTCTG 


8.58 


32 


3,73 


8.57 


Hs. 188853 


Homo sapiens cDNA 
FLJ10150fis, clone 


1206 


GGCCTGCAGGA 


1.61 


6 


3,73 


1.93 


Hs.71869 


apoDtosis-associated 
speck-like protein contain- 
ing a 


1207 


AAATCAATACA 


1,88 


7 


3,72 


2.21 


Hs.94953 


ESTs, Highly similar to 
C1QC HUMAN COM- 
PLEMENT 


1208 


ATTGTACCACT 


1,88 


7 


3,72 


2.21 


Hs.7099 


hypothetical protein 
FLJ20265 


1209 


CGCCTGTAGTC 


7.79 


29 


3.72 


7.81 


Hs. 60088 


ESTs 


1210 


GCAAAACCCAG 


1.08 


4 


3,70 


1,35 


Hs.210610 


ESTs, Moderately similar 
toALU6 HUMAN ALU 


1211 


CTTTGATGCGG 


1,08 


4 


3,70 


1.35 


Hs. 183601 


regulator of G-protein 
signalling 16 


1212 


GGCCCTAGGCA 


8,94 


33 


3.69 


8.73 


Hs.78909 


butyrate response factor 2 
(EGF-response factor 2) 


1213 


CCTGGCTAATT 


7,88 


29 


3,68 


7,72 


HS.25661 


ESTs, Weakly similar to 
ALUF HUMAN !!!! ALU 
CLASS 


1214 


CTTCCTGGCCT 


2,72 


10 


3,68 


2,96 


Hs.83623 


nuclear receptor subfamily 
1, group I, member 3 


1215 


GCGGGGTGGAG 


10,08 


37 


3.67 


9,65 


Hs.85155 


butyrate response factor 1 
(EGF-response factor 1) 


1216 


GTGGCAGGCGC 


23.18 


85 


3.67 


21.18 


Hs.48604 


DKFZP434B168 protein 


1217 


AGCCCAGGAGG 


2 46 


9 


3 66 


2 69 


Hs. 136340 


ESTs, Weakly similar to 
unnamed protein product 
[H.s 


1218 


ATAGTGCCACT 


1.64 


6 


3.66 


1,9 


Hs.246717 


ESTs, Weakly similar to 
ALU7 HUMAN ALU 


1219 


CATTTGTAAAA 


0.82 


3 


3.66 


1.05 


Hs.84429 


KIAA0971 protein 


1220 


CGTACAGCCCC 


0.82 


3 


3.66 


1.05 


Hs.32580 


KIAA1448 protein 


1221 


GGGCTACGTCC 


0.82 


3 


3,66 


1.05 


Hs.123107 


kallikrein 1, re- 
nal/pancreas/salivary 


1222 


ATCACACCACT 


7.41 


27 


3.64 


7.14 


Hs.234786 


KIAA0707 protein 


1223 


CACTCCAGCCT 


3,57 


13 


3,64 


3,69 


Hs.1 93451 


ESTs, Weakly similar to 
ALU7 HUMAN ALU 


1224 


CTTGTAATCCC 


12,66 


46 


3.63 


11.69 


Hs.183253 


ESTs, Weakly similar to 
ALU1 HUMAN ALU 


1225 


GTGAAACCTCA 


12.95 


47 


3.63 


11.91 


Hs.1 53029 


ESTs 


1226 


ATCTCAGCTCA 


3,31 


12 


3,63 


3.43 


Hs.246192 


ESTs, Weakly similar to 
RMS1 HUMAN REGU- 
LATOR 


1227 


TATGTGCTGTA 


1.38 


5 


3.62 


1.61 


Hs.20084 


retinoid X receptor, alpha 


1228 


ACTCGAATATC 


1.11 


4 


3.60 


1.32 


Hs.95655 


secreted and transmem- 
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brane 1 


122S 


I GAGTCCCTGGT 


1.11 


A 


3,6C 


\ 1,32 


Hs.68398 


period (Drosophila) ho- 
moloa 1 


123C 


TGCAATATGCC 


1,67 


e 


. 3,59 


I 1,87 


Hs.750 


fibrillin 1 (Marfan syn- 

Ul wl 1 1^ 1 


1231 


GAAGCAATAAA 


1,67 


e 


> 3,5S 


I 1,87 


Hs.1 98253 


major histocompatibility 
alpha 


1232 


GTGAAACTCCG 


10,34 


37 


3,58 


9,36 


Hs.261734 


ESTs, Moderately similar 
toALU7 HUMAN ALU 


1233 


GGCTGCCGAGT 


0,56 


2 


3,57 


0,72 


Hs.99829 


hypothetical protein 
FLJ20565 


1234 


CTTAGCCCCAG 


0.56 


2 


3,57 


0,72 


Hs. 96908 


ESTs 


1235 


TTATTCCACAA 


0.56 


2 


3,57 


0.72 


Hs.93765 


lipoma HMGIC fusion 
partner 


1236 


TCACAGCCCCC 


0.56 


2 


3.57 


0,72 


Hs.8619 


SRY (sex determining 


1237 


1 I I I CC I 1 I I G 


0.56 


2 


3,57 


0,72 


Hs.78546 


ATPase, Ca++ transport- 
ing, plasma membrane 1 


1238 


CTTGCATAAGA 


0 56 


2 


3 57 


0 72 

U| 1 Cm 


Hs 7291? 


cyiucnrome rQov, suDiam- 
ily I (aromatic compound- 
indu 


1239 


TATGTGTTCTC 


0.56 


2 


3,57 


0 72 


Hs 3353 


glucuronyltransferase 1 

f olucuronn^vltrianQ? 


1240 


ACTATCATCTT 


0.56 


2 


3.57 


0.72 


Hs.29117 


H saniens mRNA fnr nnr 

■ i. wapiti iiirxiu/^ lui Uyi 

alpha extended 
3'untranslatedl 


1241 


CGCCTATAGTC 


0.56 


2 


3.57 


0.72 


Hs.271166 


ESTs Moderated similar 
toALU7 HUMAN ALU 


1242 


CCCGCCAGTGC 


0.56 


2 


3,57 


0,72 


Hs.256297 


integrin, alpha 11 


1243 


1 rCTAAI m r 


0.56 


2 


3,57 


0,72 


Hs 170414 


nairpri hfl^if* aminn a^iH 
H a|,cu uadiw csiiiinu dUQ 

cleavino svsfem A 


1244 


CGGGAAGACAT 


0.56 


2 


3,57 


0,72 


Hs. 154525 


KIAA1076 protein 


1245 


CCAGTAGTCCC 


0.56 


2 


3,57 


0.72 


Hs. 147959 


EST 


1246 


CAGI 1 IGIGI 1 


0.56 


2 


3,57 


0,72 


Hs. 144477 


hypothetical protein 
PR02975 


1247 


TCCTTTAAAAT 


0.56 


2 


3.57 


0,72 


Hs. 10587 


KIAA0353 protein 


1248 


GTGCTAAGCGG 


12.92 


46 


3.56 


11,41 


Hs.4217 


collaaen tvoe VI aloha 0 


1249 


AGAATCACTTG 


11.6 


41 


3,53 


10,16 


Hs. 11 7582 


CGI-43 protein 


1250 


GTGGTGTACGC 


2.55 


9 


3.53 


2,6 


Hs. 182225 


RNA binding motif protein 
3 


1251 


GCCCCAGAATC 


0.85 


3 


3 53 


1,02 


Hs 8682 


FST^ MnHprafalv/ cimilor 
t- w i a, ivivucioiciy ofrnjiai 

to ALU1_HUMAN ALU 


1252 


TTGGGAGGCTG 


0.85 


3 


3.53 


1,02 


Hs. 118269 


ESTs, Weakly similar to 
A46010 X-linked retinopa- 
Ihy 


1253 


GTGGCACGCGC 


5.39 


19 


3.53 


5,01 I 


Hs. 187346 


ESTs 


1254 


CAAGCGCTCTA 


1,14 


4 


3.51 


1,291 


Hs.23598 


CREB binding protein 
(Rubinstein-Taybi syn- 
drome) 
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1255 


AGTTCGAGACC 


1,14 


4 


3,51 


1,29 


Hs.232540 


ESTs 


1256 


AG AAC C AAAAA 


1,14 


4 


3,51 


1,29 


Hs.1 81244 


major histocompatibility 
complex, class I, A 


1257 


CTGGCTATCCG 


1.14 


4 


3,51 


1.29 


Hs. 10784 


hypothetical protein 
FLJ20037 


1258 


TAGTCCCAGCT 


3,14 


11 


3,50 


3,08 


Hs.274579 


ancient conserved domain 
protein 1 


1259 


GTGAAATCCTG 


8 


28 


3,50 


7,06 


Hs.53531 


lipoic acid synthetase 


1260 


CCTGTAATTCC 


13,48 


47 


3,49 


11,36 


Hs.23582 


tumor-associated calcium 
signal transducer 2 


1261 


CTTCTTGCCCC 


5.74 


20 


3.48 


5,17 


Hs.251577 


hemoglobin, alpha 1 


1262 


TGGTTGGTGGT 


3.16 


11 


3.48 


3,05 


Hs.12701 


plasmolipin 


1263 


CCCGTAATCCC 


4,89 


17 


3.48 


4,46 


Hs.274168 


Homo sapiens mRNA; 

cDNADKFZp761P0212 

(from 


1264 


CCTGGCCAGAA 


1,44 


5 


3.47 


1,55 


Hs.261734 


ESTs, Moderately similar 
toALU7 HUMAN ALU 


1265 


CGTGTAATCCC 


3,46 


12 


3,47 


3,28 


Hs. 187761 


ESTs 


1266 


GCGAAACCTCA 


1.73 


6 


3.47 


1.81 


Hs.42644 


thioredoxin-like 


1267 


TGGTTACAAAA 


1.73 


6 


3,47 


1.81 


Hs.3850. 


Homo sapiens clone 
23596 mRNA sequence 


1268 


CCACAGCACTC 


2.02 


7 


3,47 


2,06 


Hs.273828 


ESTs 


1269 


GTGGCACGTGC 


29,86 


103 


3 45 


23,64 


Hs 278588 


ESTs Weaklv similar to 
ALU2 HUMAN ALU 


1270 


ATGTCI 1 1 icr 


5,22 


18 


3,45 


4,66 


Hs.1516 


insulin-like growth factor- 
binding protein 4 


1271 


CTTGTAGTCCC 


3.19 


11 


3,45 


3,02 


Hs.272202 


hypothetical protein 
FLJ20825 


1272 


CTCATCTGCTG 


2.9 


10 


3,45 


2,78 


Hs.82109 


syndecan 1 


1273 


AGGACATAATT 


0.29 


1 


3.45 


0,34 


Hs.93454 


ESTs 


1274 


GAGCTACACCA 


0,29 


1 


3.45 


0,34 


Hs.82171 


Human clone 191B7 plav 
centa expressed mRNA 
from 


1275 


TTGCTACTAAA 


0,29 


1 


3,45 


0,34 


Hs.7790 


ESTs 


1276 


CTTAG1GI 1 1 1 


0,29 


1 


3.45 


0,34 


Hs.7720 


dynein, cytoplasmic, heavy 
polypeptide 1 


1277 


CTGGTCCTGGA 


0,29 


1 


3,45 


0,34 


Hs.76476 


cathepsin H 


1278 


GGTGGCAGTTG 


0,29 


1 


3,45 


0,34 


Hs.75794 


endothelial differentiation, 
lysophosphatidic acid G 


1279 


CTGATATAGAC 


0,29 


1 


3.45 


0,34 


Hs.74002 


nuclear receptor reactiva- 
tor 1 


1280 


TGGAAATCATT 


0,29 


1 


3.45 


0,34 


Hs.5028 


DKFZP564O0423 protein 


1281 


ACTTTGAAAGG 


0,29 


1 


3.45 


0,34 


Hs.44077 


hypothetical protein 
FLJ 10793 


1282 


AAAGGCACTGA 


0.29 


1 


3,45 


0,34 


Hs.3994 


ESTs 


1283 


GHCICI 1 1 1 1 


0,29 


1 


3,45 


0,34 


Hs.3843 


dual specificity phos- 
phatase 7 


1284 


AGCGCAGCTGT 


0,29 


1 


3.45 


0.34 


Hs.34771 


ESTs 


1285 


ATTGTGAAGAG 


0,29 


1 


3,45 


0,34 


Hs.34578 


alpha2,3-sialyltransferase 


1286 


GCCTTCGGAAA 


0,29 


1 


3,45 


0,34 


Hs.33104 


Homo sapiens mRNA; 
cDNA DKFZp434H2121 
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(from 


1287 


GCIAI I I I GAT 


0,25 


) 1 


3.4* 


> o,z< 


Hs.32250 


ESTs 


128fi 


I TATCTCTTAAA 


0.2S 


1 


3.4J 


> 0,34 


Hs.286228 


ESTs 


128S 


I IUIGAI I I I IA 


0.2J 


1 


3,4* 


> 0,34 


Hs.286163 


ESTs 


129C 


IAI I ICAGAI I 


0.2S 


1 


3.4S 


) 0,34 


Hs. 285585 


ESTs 


1291 


AIGAI I I I GAG 


0.2S 


1 


3.4£ 


> 0,34 


Hs.285306 


DUtativ/ft splpnnrvctpin© 

vase 


1292 


AATATTCATAT 


0,2$ 


1 


3.45 


i 0,34 


Hs.284311 


Homo saoiens clonp 
25038 mRNA sequence 


1293 


AGACCCCATTT 


0.2S 


1 


3.45 


0,34 


Hs 279297 


EST 


1294 


CACCCATAGTC 


0.2S 


1 


3.45 


0.34 


Hs.278018 


EST 


1295 


GTCTTGCTGCA 


0.2S 


1 


3.45 


0,34 


Hs.26966 


KIAA1171 protein 


1296 


CGGCCCATCTG 


0.29 


1 


3,45 


0,34 


Hs 26290 


PST«: 

CO 1 o 


1297 


CAATCTGATGC 


0.29 


1 


3,45 


0.34 


Hs 26176 


i lyfjuu leuucii protein 
FLJ10261 


1298 


ATGTTGGGTGT 


0.29 


- 


3.45 


0,34 


Hs.260855 


Homo sapiens mRNA; 

cDNA DKF7n7fi1 1^0^11 
(from 


1299 


ACTCTGTCTCC 


0.29 




3,45 


0,34 


Hs.259339 


EST 


1300 


GGAATACAGAA 


0 29 


1 


3 45 


0.34 


Hs 250825 


co i s, nigniy similar to 
vduuoiar proiein sorting 
horn 


1301 


ACTGGGCAAGC 


0 f 29 


1 


3 45 


0 34 


Hs 240065 


nypuineucat proiein 


1302 


GGTCAGAAATT 


0 29 


4 


3 45 






meiai-reguiatory transcrip- 
tion fflrtnr 1 


1303 


AACCGAAGGGA 


0,29 


4 


3,45 


0,34 


Hs.20596 


ESTs 


1304 


GGGATAGAGAC 


0,29 


* 


3 45 


0,34 


Hs 202955 

1 iw,&w&vwv 


■ ly ^ajh icuiroi protein 

FLJ20507 


1305 


I I ICAGI IAG1 


0,29 


1 


3,45 


0,34 


Hs 196284 




1306 


GCTATTGATGT 


0.29 


1 


3,45 


0,34 


Hs. 193398 


ESTs 


1307 


AAGAGGAGGCC 


0,29 


1 


3 45 


0 34 


183fi^Q 


nypoineucai protein 
"i imom 


1308 


TAATACACTAA 


0.29 


1 


3,45 


0,34 


Hs 183475 


25061 mRNA sequence 


1309 


GCAGATGCTTT 


0,29 


1 


3,45 


0,34 


Hs. 180799 


ESTs, Moderately similar 

\\J ALU3 nUIVIArM ALU 


1310 


TCACAAGGCTG 


0.29 


1 


3,45 


0.34 


Hs. 17998 


ESTs 


1311 


TGCGAGCTGGG 


0,29 


1 


3.45 


0,34 


Hs 179573 


^viiav^cn, type; 1, aJpild & 


1312 


GGAI I IGC1GC 


0,29 


1 


3,45 


0,34 


Hs.177956 


Homo sapiens mRNA; 
CDNA DKF2p434C0926 

/from 


1313 


CACGCACACAC 


0,29 


1 


3,45 


0,34 


Hs. 177664 


KIAA0914 gene product 


1314 


ATGTGGACTGA 


0 29 


1 


3 45 


0 34 




r\iA\Muuoo proiein 


1315 


GGAGGCAGAGC 


0,29 


1 


3 45 


0 34 


Hs 179fl3fl 

1 


nunidfi ciune it »3*1 pia* 

centa expressed mRNA 
from 


1316 


GCM IC1GTAA 


0.29 


1 


3,45 


0,34 1 


Us. 172674 i 


nuclear factor of activated 
r-cells, cytoplasmic 3 . 


1317 " 


TGATTATTTAC 


0,29 


1 


3.45 


0.34 1 


Hs. 16930 I 


ESTs 


1318; 


^CATCTGCCTG 


0.29 


1 


3,45 


0.34 1 


Hs.161554 I 
I 


lypothetical protein 
"LJ20159 
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1319 


CI IAGI 1 1 IAA 


0,29 


1 


3,45 


0.34 


Hs.161554 


hypothetical protein 
FLJ20159 


1320 


AGGAAGAGTCA 


0,29 


1 


3,45 


0.34 


Hs.154655 


imogen 38 


1321 


C AATGC AG AG G 


0,29 


1 


3,45 


0.34 


Hs.1 50748 


malonyl-CoA decarboxy- 
lase 


1322 


TAATTCTTGTA 


0,29 


1 


3,45 


0.34 


Hs. 146 123 


ESTs 


1323 


CAAGGGCCCAC 


0,29 


1 


3,45 


0,34 


Hs.14587 


ESTs, Weakly similar to 
AF151859_1 CGI-101 
protein [ 


1324 


TTTTGAAGAAA 


0,29 


1 


3,45 


0.34 


Hs. 144465 


ESTs 


1325 


TGTCTCCGTCT 


0,29 


1 


3,45 


0,34 


Hs. 135 150 


lung type-l cell membrane- 
associated glycoprotein 


1326 


1 1 1 ICI ICAGG 


0.29 


1 


3.45 


0.34 


Hs.1 25753 


chromosome 2 open read- 
ing frame 2 


1327 


TTCCTCCCTCT 


0.29 


1 


3,45 


0.34 


Hs. 125384 


ESTs 


1328 


TCTGCCTTTCT 


0.29 


1 


3,45 


0.34 


Hs.1 2501 9 


ESTs. Highly similar to 
KIAA0886 protein 
[H. sapiens] 


1329 


ATAACTGTCAG 


0.29 


1 


3,45 


0.34 


Hs.1 2040 


STE20-like kinase 


1330 


1 1 GCAG 1 1 1 1 1 


0,29 


1 


3,45 


0,34 


Hs.1 17582 


CGI-43 protein 


1331 


TATTTAAAAAA 


0,29 


1 


3,45 


0.34 


Hs.1 17304 


ESTs 


1332 


GGCTCAGGGGC 


0,29 


1 


3,45 


0.34 


Hs.1 16489 


ESTs, Weakly similar to 
GCP170 [H.sapiens] 


1333 


TTTATTGAAAC 


0.29 


1 


3,45 


0.34 


Hs.112193 


mutS (E. coli) homolog 5 


1334 


CTGGCTTAAAT 


0.29 


1 


3,45 


0.34 


Hs.11171 


APG5 (autophagy 5. S. 
cere visiae Hike 


1335 


GCTTTATGTGG 


0,29 


1 


3,45 


0,34 


Hs.1 11460 


ESTs, Weakly similar to 
Con1 [H.sapiensl 


1336 


GCATACTTTAT 


0,29 


1 


3,45 


0,34 


Hs.1 09370 


ESTs 


1337 


AGAATACTGAG 


0,29 


1 


3,45 


0,34 


Hs.1 06705 


neuronal PAS domain 
protein 2 


1338 


ACCCAAAAAAA 


0,29 


1 


3,45 


0.34 


Hs.1 01 840 


major histocompatibility 
complex, class l-like seque 


1339 


GGACATTAGGG 


0.29 


1 


3,45 


0,34 


Hs.1 01 265 


MEMOREC NSM2 (CCA1) 
sphingomyeli 


1340 


AAAAATAAATT 


0.29 


1 


3,45 


0,34 


Hs.1 00261 


Homo sapiens mRNA; 
cDNA DKFZp564B222 
(from clone 


1341 


AGATACATAGC 


1.46 


5 


3.42 


1,53 


Hs.84045 


Homo sapiens cDNA 
FLJ20288 fis, clone 
HEP04414 


1342 


TGGATATCAGT 


1.46 


5 


3.42 


1,53 


Hs.7327 


claudin 1 


1343 


1 1 1 ICCACI 1 1 


1,46 


5 


3.42 


1,53 


Hs.6900 


ring finger protein 1 3 


1344 


GTGGCTCAGGC 


1,17 


4 


3,42 


1,26 


Hs.259047 


ESTs 


1345 


CCTGTGATTCC 


1,17 


4 


3,42 


1,26 


Hs.227961 


EST 


1346 


GGCGACAGAGC 


3,22 


11 


3,42 


2,99 


Hs.92254 


hypothetical protein 
FLJ20163 


1347 


CCTGTGGTCCT 


3,22 


11 


3,42 


2,99 


Hs. 120769 


Homo sapiens cDNA 
FLJ20463 fis, clone 
KAT06143 


1348 


TGCCTGTGGTC 


4.69 


16 


3.41 


4.15 


Hs.277100 


ESTs, Weakly similar to 
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ALU2 HUMAN Al 11 

'»t-wA. 1 1 W IVJrxl >J HLU 


1349 


GTAAAAAAGCC 


0,88 


3 


3,41 


0,99 


Hs. 98988 


ESTs 


I ODU 




0,88 


3 


3.41 


0,99 


Hs.80645 


interferon regulatory factor 
1 


1351 


AAAC GAAGTTG 


0,88 


3 


3,41 


0 99 


Hs 78353 


SFRS orotein kinaca 0 


1352 


TACATCAGTAA 


0,88 


3 


3,41 


0.99 


Hs.65029 


arowth arrest-sDecific 1 


1353 

1 w w O 


CCTGTAGGCCC 


0.88 


3 


3,41 


0,99 


Hs.207938 


EST 


1354 


GTGAGACCTCG 


0,88 


3 


3,41 


0,99 


Hs.203206 


ESTs. Mode rat el v similar 
toALUI HUMAN ALU 


lOJJ 




2.64 


9 


3.41 


2.51 


Hs.239993 


ESTs 




1 bbM 1 1 1 1 v 


0.59 


2 

Cm 


3 39 


0 69 




iGiiiiniii, ucio 1 


1357 


1 CACTI 1 III A 


0 59 

V|WV 


2 


3 39 


0 69 




PST« 
CO 1 5 


1358 


ATTATCCTCAG 


0.59 


2 


3,39 


0,69 


Hs.7987 


DKFZP434F162 protein 


1359 


GGATCCAATTT 






1 IO 


A AO 


ns.oi / yo 


transcnpiion tactor AP-2 
gamma (activating enhan- 


1350 


CCAATTGAAGA 


0,59 


2 


3 39 


0 69 


Hs 40328 


ESTs 


13o 1 


1 1 AO 1 It 1 ool 


0,59 


2 


3,39 


0.69 


Hs.285861 


hypothetical protein 
FLJ 10359 


1362 


GAGAGCTTTGC 


0,59 


2 


3,39 


0,69 


Hs.275374 


aldo-keto reductase family 
1, member C1 (dihydrodiol 


1363 


TACCCCCAAAC 


U,03? 


o 








CO 1 S 


1364 


GGGCAGACACT 






IO 


n <sa 


nS. 100/0 


to i s, Weakly similar to 
dJ876B10.4 [H.sapiensI 


1365 


ATGGCGCACGC 


0,59 


2 


3,39 


0,69 


Hs. 124984 


ESTs, Moderately similar 
to unnamed protein prod- 
uct 


1366 


AGGTTGCCGAG 


0,59 


2 


3,39 


0,69 


Hs. 105399 


KIAA0809 protein 


1367 


CCACTGCACCC 




<tu 


O.OO 


c 
D 


ns.oooo 


carDonyarate (N- 
acetylglucosamine 6-0) 
suiioTransrer 


1368 


ATGGTGGGGGA 


o,oo 




o,oo 




nS. 1 ODD 


zinc finger protein ho- 
moiogous 10 t.ip-00 in 
mouse 


1369 


CCCTCTCCCTT 




Q 

0 






Ulo OCAQ7 

ns.ooUor 


latent transforming growth 
factor beta binding prote 


1370 


TCACCAAAAAA 


1.79 


6 


3,35 


1,75 


Hs.84753 


KIAA0246 protein 


1371 


GTGAAACCCCC 






1 -34 






CO 1 


1372 


CCTGCAATCCC 


10.2 


34 


3,33 


7,97 


Hs.3280 


caspase 6, apoptosis- 

ml3$A^ ^Vfctoino nrAla^eA 

icidicci cysxeine protease 


1373 


GTGAAGCCCCG 


6,62 


22 


3,32 


5,34 


Hs.285592 


Homo sapiens mRNA; 

CLJI>3/\ U r\r ^pOO 4 * (VI I lo 

(from 


1374 


CCACTGTACTC 


1 ft 

IO 




0,01 


1 "3 OA 




co 1 s, tvioaeraieiy similar 
toALU4 HUMAN ALU 


1375 


GTGGTGGGCGC 


15 12 


50 


3 31 


11 28 


Hs 136810 


P^Tc \A/patfiv/ cimilsr frn 
t*w 1 9, vvcarxiy oiiiiiial lw 

ALU1 HUMAN ALU 


1376 


AGTATGACCTA 


0.91 


3 


3,30 


0,96 


Hs.74649 


cytochrome c oxidase 
subunit Vic 


1377 


GTGACAGCCAC 


0,91 


3 


3,30 


0,96 


Hs.74441 


chromodomain helicase 
DNA binding protein 4 
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1378 


GGGC fill GAG 


0 91 

V| w I 


3 


3,30 


1 0 96 


Hs 29893 


nuiiiu id picric rnr\fNr\ TUII 
lennlh inc^prt rHNA rlnno 

EURO 


1379 


GTGAGACCCCT 


0,91 


3 


3,30 


0,96 


Hs.269952 


ESTs, Weakly similar to 

ALU1 HUMAN Al 1 1 


1380 


GTGGTGCACAT 


0 91 


3 


3,30 


0 96 


Hs 269030 


ESTs 


1381 


CCTGTAGTCAC 


0,91 


3 


3,30 


0,96 


Hs.268900 


ESTs 


1382 


TGGTAACTGGC 


0 91 




3 30 


0 96 


no. 1 uo r *t 1 


CO 1 0 


1383 


GTGGTATGTGC 


1,52 


5 


3,29 


1,47 


Hs.277102 


ESTs, Weakly similar to 
ALU1 HUMAN ALU 


1384 


GTAAGATTAGC 


1 52 


5 


3,29 


1 47 


Hs 250705 


ESTs 


1385 


GCGAAACCCCA 


21.97 


72 


3.28 


15.71 


Hs.210682 


ESTs, Weakly similar to 
ALUS HUMAN Al 1 J 


' 1386 


ATCGTGCCACT 


6,12 


20 


3,27 


4.81 


Hs.7615 


Homo sapiens mRNA; 

\l\ Ulll 


1387 


TCTGTAATCCC 


13,48 


44 


3,26 


9,85 


Hs.142 


sulfotransferase family, 
cytosolic, 1A, phenol-prefe 


1 ooo 


1 1 nOL/V^nOOO 1 


O,0r 


i 1 






ns. / i jd/ 


to 1 s, Muoerateiy similar 
toALU7 HUMAN ALU 




APAAAAPPPTfS 




A 




l t £ 1 




CO 1 9 


1390 


ATCTCGGCTCA 


4,31 


14 


3,25 


3,49 


Hs.29809 


Homo sapiens mRNA; 
(from clone 


1391 


CCTGTAATGCC 


4,01 


13 


3,24 


3,26 


Hs.7179 


RAD1 (S. pombe) ho- 
moiog 


1392 


CCACCGCACTC 


6.8 


22 


3,24 


5,18 


Hs.222669 


ESTs, Moderately similar 
to ALU4_HUMAN ALU 


1393 


/-■> -y- /"\ AT/NT TO 

GTGGTGTGTGC 


11,75 


38 


3,23 


8,5 


Hs.27038 


Homo sapiens mRNA; 
cDNA DKFZp434G2127 
(from 


1o94 


A loAAAOUOOA 




07 




o,zz 


nS.zo0o4 1 


to 1 s, weakly similar to 

Al 1 If* Ml IMAM IN! Al 1 1 
nLUV/ nUIVlAN !!!! ALU 

CLASS 


1395 


CCTGTAGCCCC 


2,17 


7 


3,23 


1,92 


Hs.277320 


EST, Weakly similar to 

Al 1 IR Ml IMAM Al 11 Ql IR 
MLvJD^n U IvIMlN nLU ODD* 

FAMILY 


1396 


1 1 1 1 IAAAAAA 


0.62 


2 


3.23 


0,66 


Hs.77840 


annexin A4 




A Apr APT AA fiT 






0,^0 


n ap 


Lie 7££Qfi 
nS, / OOOO 


carooxyiesterase i (mono- 
cyte/macrophage serine 
ester 


4 one 


AO II 1 1 1 1 A J v? 








ft £fi 

u,oo 


Uc AQ7 


cyiocnrome c-i 


1 *)QQ 


a Trrs a rsp p a r* a 


n A9 










z-nyuroxypnyianoyi-\^OM 
lyase 


1400 


ACCACAAAAAA 


0.62 


2 


3,23 


0,66 


Hs.469 


succinate dehydrogenase 
comDlex subunit A flavo- 
pro 


1401 


ATCACAGCTCA 


0.62 


2 


3,23 


0,66 


Hs.29590 


ESTs 


1402 


TGGTTCCAGCT 


0,62 


2 


3,23 


0,66 


Hs.278541 


ESTs, Weakly similar to 
alternatively spliced pro- 
due 
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1403 


TGAC IGGC I 1 1 


0,62 


! 2 


! 3.22 


I 0.6C 


> Hs.274439 


Homo sapiens cDNA 
FLJ11265fis, clone 
PLACE1009158 


1404 


GTGGTGGACCC 


0,62 


! 2 


! 3,22 


\ o,6e 


i Hs.270901 


ESTs 


1405 


CTGCTGTACTC 


0,62 


2 


! 3,22 


I 0,66 


i Hs.22826 


tropomodulin 3 (ubiqui- 
tous) 


1406 


ATGATAATTAA 


0,62 


2 


1 3,22 


I 0,66 


iHs.170142 


ESTs 


1407 


TAAAATAAG GG 


0,62 


2 


3,23 


I 0,66 


Hs. 169487 


Kreisler (mouse) maf- 
related leucine zipper 
homolog 


140o 


(jAGAGAGAGAA 


0,62 


2 


3,23 


0,66 


Hs. 169391 


ESTs 


1409 


TACCCTGAAAC 


0,62 


2 


3,23 


0.66 


Hs. 144018 


ESTs 


1410 


ACTGCCCGCTG 


3.72 


12 


3.23 


3.03 


Hs.81071 


extracellular matrix protein 
1 


1411 


GGTGAGCGTGT 


1,55 


5 


3.23 


1,44 


Hs.2913 


EphB3 


1412 


GTGGTGGATGC 


1.55 


5 


3.23 


1.44 


Hs.277904- 


EST 


1413 


ACTGTGCCACT 


1.55 


5 


3 ; 23 


1.44 


Hs. 161 554 


hypothetical protein 
FLJ20159 


1414 


GTGGCAGGCAC 


21.15 


68 


3.22 


14,52 


Hs.246935 


ESTs, Weakly similar to 
ALUC HUMAN !!!! ALU 
CLASS 


1415 


CCCACTTGTAA 


3.75 


12 


3.20 


3 


Hs.75922 


brain protein 13 


1416 


GCCC 1 II C 1 CT 


4.07 


13 


3,19 


3,21 


Hs.7835 


endocytic receptor 
(macrophage mannose 
receptor fami 


1417 


AliA^O 1 (J(J 1 1 C 


1.88 6 


3,19 


1.67 


Hs.281706 


sortilin 1 


1418 


AGTGGTGGCTA 


1,88 6 


3,19 


1.67 


Hs.230 


fibromodulin 


1419 


GGACAGATGTA 


0.94 


3 


3,19 


0.93 


Hs.75356 


transcription factor 4 


1420 


GTGGCGAGCAC 


0.94 


3 


3,19 


0.93 


Hs.261831 


EST 


1421 


ATGGTGTGTGC 


0,94 


3 


3,19 


0.93 


Hs.1 93347 


ESTs 


1422 


GGACTGAGTCA 


0,94 


3 


3,19 


0,93 


Hs.18387 


transcription factor AP-2 
alpha (activating enhancer 


1423 


GTGAGTGCCCT 


0,94 


3 


3,19 


0,93 


Hs.171872 


DEAD/H (Asp-Glu-Ala- 
Asp/His) box polypeptide 8 
(RNA 


1424 


GCGGAACCTCA 


0,94 


3 


3,19 


0,93 


Hs. 10700 


hypothetical protein 


1425 


GTGTGGGGGGC 


12,86 


41 


3.19 


8,95 


Hs.2340 


junction plakoglobin 


1426 


GTGAAACTCCA 


10.05 


32 


3.18 


7.12 


Hs. 140002 


ESTs, Moderately similar 
to ALU7_HUMAN ALU 


1427 


CCACTACACTC 


9.11 


29 


3.18 


6,5 


Hs.83429 


tumor necrosis factor 
(ligand) superfamily, 
member 1 


1428 


ACGGAAGTTTT 


1.26 


4 


3.17 


1.18 


Hs. 144974 


ESTs, Highly similar to 
unnamed protein product 
[H.s 


1429 


GTGAAACCCGT 


4.1 


13 


3,17 


3.18 


Hs.278577 


Homo sapiens mRNA; 
cDNA DKFZp564P073 
[from clone 


1430" 


TCAAACTGTGA 


1,58 


5 


3.16 


1.42 


Hs.94881 


ESTs 


1431 i 


CATCGAAAG 1 1 0.64 


2 


3.13 


0,64 


Hs.80618 


hypothetical protein 


1432> 


^GTAATCATCA | 0,64 


2 


3,13 


0,64 


Hs75925 


proteasome (prosome, 
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macropain) inhibitor sub- 
unit 1 


1433 


AATAATCCTGG 


0,64 


2 


3,13 


0,64 


Hs.62908 


ESTs 


1434 


GTATTCCTAAA 


0,64 


2 


3,13 


0.64 


Hs.5724 


ESTs, Weakly similar to 
multi PDZ domain protein 
MUP 


1435 


CTGGGAAGCAT 


0,64 


2 


3,13 


0.64 


Hs.42311 


ESTs 


1436 


GATCAAAACTG 


0.64 


2 


3.13 


0,64 


Hs.41267 


c21orf7 form A-D 


1437 


GTGACAGGCGC 


0.64 


2 


3,13 


0,64 


Hs.278879 


ESTs, Moderately similar 
to ALUA HUMAN !!!! ALU 


1438 


GCACCGTGGAA 


0,64 


2 


3.13 


0.64 


Hs.27299 


transcriptional regulator 
protein 


1439 


TTAACTGTATT 


0,64 


2 


3.13 


0,64 


Hs. 180952 


actin, beta 


1440 


ATGTTAGAGAC 


0,64 


2 


3.13 


0,64 


Hs.1592 


CDC16 (celt division cycle 
16, S. cerevisiae, homolo 


1441 


ATCGCATCACT 


0,64 


2 


3,13 


0,64 


Hs.158126 


ESTs 


1442 


GACTCTGGAGA 


0,64 


2 


3.13 


0,64 


HS.1 54567 


supervillin 


1443 


AAACTGTTCAA 


0,64 


2 


3.13 


0,64 


HS. 11 8978 


KIAA0256 gene product 


1444 


ACCAACACGGG 


0.64 


2 


3,13 


0,64 


Hs.109005 


ESTs 


1445 


AAAGATGTATC 


0,32 


1 


3.13 


0,32 


Hs.979 


pyruvate dehydrogenase 

(lipoamide) beta 


1446 


AAAACAGCAAG 


0.32 


1 


3.13 


0.32 


Hs.92909 


SON DNA binding protein 


1447 


1 1 1 1 CAGGTAA 


0.32 


1 


3.13 


0,32 


Hs.91773 


protein phosphatase 2 
(formerly 2A), catalytic 
subun 


1448 


TGCCTCCCAGC 


0.32 


1 


3,13 


0,32 


Hs.90527 


HSPC128 protein 


1449 


TAAGTGAACAT 


0,32 


1 


3,13 


0,32 


Hs.83164 


collagen, type XV, alpha 1 


1450 


1 1 1 IGCTCAGA 


0.32 


1 


3.13 


0,32 


Hs.8102 


ribosomal protein S20 


1451 


CATTCTCCCAG 


0.32 


1 


3.13 


0,32 


Hs.79110 


nucleolin 


1452 


GTTTCAGCACT 


0.32 


1 


3.13 


0,32 


HS.77502 


methionine adenosyltrans- 
ferase II. alpha 


1453 


GTAACTCTATG 


0.32 


1 


3.13 


0.32 


Hs.7277 


peroxisomal biogenesis 
factor 3 


1454 


GTTCTATTGTA 


0.32 


1 


3,13 


0,32 


Hs.6909 


DKFZP564G202 protein 


1455 


CTATATTGTAA 


0.32 


1 


3.13 


0,32 


Hs.65919 


ESTs 


1456 


GTGAAACATTG 


0.32 


1 


3.13 


0.32 


Hs.6567 


Homo sapiens mRNA; 
cDNA DKFZp434C136 
(from clone 


1457 


GTATTGAAGTT 


0.32 


1 


3.13 


0.32 


Hs.6079 


B cell RAG associated 
protein 


1458 


CTTTAGAAGCA 


0.32 


1 


3,13 


0,32 


Hs.5669 


ESTs 


1459 


TGACTCCTCAA 


0,32 


1 


3,13 


0,32 


Hs.47007 


mitogen-activated protein 
kinase kinase kinase 14 


1460 


CI 1 1 IAIGGAC 


0.32 


1 


3.13 


0.32 


Hs.44833 


ESTs 


1461 


TAAATCTACAA 


0,32 


1 


3.13 


0,32 


Hs.44701 


ESTs 


1462 


TTCCCAAATGA 


0.32 


1 


3.13 


0,32 


Hs.44257 


Homo sapiens mRNA; 
cDNA DKFZp76202215 
(from 


1463 


GTAAGAGTTCT 


0.32 


1 


3,13 


0,32 


Hs.4084 


KIAA1025 protein 


1464 


ATGCCATTGGA 


0,32 


1 


3,13 


0,32 


Hs.30213 


ceroid-lipofuscinosis, 
neuronal 5 
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AGGAAATGGAT 




4 


111 

O, IO 


n 10 


U e OA1 QA 


COT*. 

CO I S 




MnOnnOw 1 OOVJ 




' 


1 11 






RNA POLYMERASE 1 
AND TRANSCRIPT RE- 

t CACC 


1467 


TGCACTTGAGA 


0,32 




3,13 


0,32 


Hs.29055 


ESTs 




r^PATTPTnf^TT 
wwn I 1 w 1 Ow 1 1 


fi **o 


* 


i ii 


n 10 


Ue OOftOftl 


bo 1 S 




f^T^rrArrrT 


n *xo 


4 


1 11 


fi 10 

u,o^ 




KIAA0685 gene product 


1 ^L7H 
I *? / U 


nnOO 1 OO 1 1 u 1 


n 


A 


111 


n 10 
U,o2 


LJ«* ODCOfiG 


trinucleotide repeat con- 
laining 10 






0 ^9 


4 

1 


1 11 


n 10 


U e 00,417ft 

ns.^tHi f o 


hypothetical protein 

PRn9994 


1472 


AATTTGGGAGA 


0 32 




3 13 


0 39 


Wq ?7Qftft9 

iio.aI f 9uO£ 


r ^0^0 proiein 


1473 


GGGAAACCCCT 


0,32 


1 

1 


3 13 


0 32 


Hs 279408 


Cw 1 


1474 


CTTACTCTTGA 


0,32 


1 


3 13 


0 32 

W| wo. 


Hs 27342 


Cw 1 0 


1475 


ACCGTGCCACT 


0,32 


1 


3,13 


0 32 


Hs 270667 


PSTs 


1476 


AGGCTGGTTTA 


0 32 

v,w& 


1 

1 


3 13 


0 32 


Hs 26329 


ceu cycic reiaiea Kinase 


1477 

I **V I 1 


I C 1 I 1 1 GGGAG 


0 32 




3 13 


0 39 


Hs 257312 


ICO 1 


1478 


ACTGATCTTGT 


0,32 


1 


3,13 


0,32 


Hs.251871 


CTP synthase 


1479 


AAGTCTGTAGA 


0.32 


1 


3,13 


0,32 


Hs.250863 


ESTs 


14o0 


A 1 QjoooAAACjA 




4 
1 




A 

0,32 


HS.24989 


ESTs 


A A O 4 

1481 


ACAG IGLOACT 


0,32 


1 


3.13 


A 

0,32 


Hs.246374 


ESTs 


1482 


t r*T a /"■* a a 
IC3 1 bbbbALAA 


0,32 


1 


3,13 


A OO 

0,32 


nS.245017 


EST 


14oo 


LAAb 1 w 1 lUo 


0,J2 


1 


3,13 


0,32 


Hs.241515 


COX11 (yeast) homolog, 
cytochrome c oxidase 
assembly 


-1 A QA 

14o4 


TT/TrTPr*AAA 

I 1 UUO 1 UUAAA 


a oo 
U,o2 


1 


3, 10 


0,32 


HS.239727 


desmocollin 2 


1485 


ATGTATAGGGC 


0,32 


1 


3,13 


0.32 


Hs.238809 


ESTs 


1486 


GGTTGTTGCGG 


0,32 


1 


3,13 


0,32 


Hs.23823 


ESTs 


1487 


TCTTCTTAATA 


0,32 


1 


3,13 


0.32 


Hs.23047 


ESTs t Weakly similar to 
predicted using Gene- 
finderJL 


1488 


GCTCATTTCAG 


0,32 


1 


3,13 


0.32 


Hs.22870 


Homo sapiens mRNA full 
length insert cDNA clone 
EURO 


1489 


AGTTCCAGACC 


0,32 


1 


3,13 


0,32 


Hs.223935 


EST 


1490 


AGTCAGTGGGA 


0,32 


1 


3,13 


0.32 


Hs.21943 


ESTs, Weakly similar to 
ORF YGL221C 
[S.cerevisiae] 


1491 


TTTCCAATGGA 


0,32 


1 


3,13 


0.32 


Hs.21756 


translation factor suil 
homolog 


1492 


TACATTTGAAT 


0.32 


1 


3,13 


0.32 


Hs.21537 


protein phosphatase 1 , 
catalytic subunit, beta 
is of 0 




TTTTP7YSTATT 


f\ 10 


A 
1 


in 


n 10 


ODD 


hypothetical protein 
DKFZp762K2015 


1494 


AGAAAGATGGA 


0 32 


1 
1 


3 13 


0 19 


He 91 1 577 


Kinecun 1 ^Kinesin recep- 
tor) 


1495 


TTTACCTTTGG 


0,32 


1 


3,13 


0,32 


Hs.21108 


ESTs 


1496 


TACGATATTCA 


0,32 


1 


3,13 


0,32 


Hs.207776 


aspartylglucosaminidase 


1497 


GCACTGGGGCA 


0,32 


1 


3,13 


0,32 


Hs.206259 


Homo sapiens mRNA for 
KIAA1190 protein, partial 
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< 


:ds 




r^PTf^CTAGAAA 


0 32 


1 


3 13 


0,32 


Hs.1 97751 


KIAA0666 protein 






0 32 


1 


3,13 


0,32 


Hs. 196437 


hypothetical protein 
FU10788 


1 OUU j 




0 32 


1 


3,13 


0.32 


Hs. 194478 


Homo sapiens mRNA; 
cDNA DKFZp43401572 
(from 


1 GfH 
1 OU 1 


ATA ATf^ftAf^Tfi 


0 32 


1 


3,13 


0,32 


Hs. 17850 


ESTs 


1502 


GAAGAAAGACT 


0,32 


1 


3,13 


0,32 


Hs. 172506 


myosin VB 


I DUO 


| \Jvv 1 OAvr\A\J 


0,32 


1 


3,13 


0,32 


Hs. 169160 


ESTs 


1 OU*r 


TTCrTCVTAATC 


0,32 


1 


3 13 


0,32 


Hs. 167 106 


proteasome (prosome, 
rnacropain) subunit, alpha 
type, 


1 JUw 


AAATATTAAAC 


0,32 


1 


3,13 


0,32 


Hs. 16364 


hypothetical protein 
FLJ 10955 


1 *^nfi 

I 3UO 


ATAAAGCCGAA 


0,32 


1 


3,13 


0,32 


Hs. 159471 


ZAPS protein 


1 ^07 


AGGCTGAGGCG 


0 32 


1 


3,13 


0,32 


Hs. 156292 


ESTs 


1 ^OR 
1 wUO 


TAGTGCTCTCA 


0 32 


1 


3,13 


0,32 


Hs. 154424 


deiodinase, iodothyronine, 
type II 


1 *>HQ 


TTCATAAAAAA 


0 32 


1 


3,13 


0,32 


Hs. 154057 


matrix metalloproteinase 
19 


1 0 I u 




0 32 


1 


3 13 


0,32 


Hs. 151 251 


ESTs 


1511 


TAATCTTTCTT 


0,32 


1 


3,13 


0,32 


Hs.151236 


highly charged protein . 


1512 


/-\ ATrr^A A AX 


n ^9 


i 

■ 


3 13 


0 32 

W, Wfc 


Hs 14520 


eukaryotic translation 
initiation factor 2C, 1 


1 01 O 


ApTAAf^TfiPTA 
1 MMO 1 1 M 


0 32 


1 


3,13 


0.32 


Hs. 132739 


I-mfa domain-containing 
protein 




rfifi TTATTTAA 


0,32 


1 


3,13 


0,32 


Hs. 11 9488 


cystein-rich hydrophobic 
domain 2 


1515 


AGTGTGGGACT 


0,32 


1 


3,13 


0,32 


Hs. 11 8821 


CGI-62 protein 




ATAfVTTTAGCA 


0,32 


1 


3 13 


0,32 


Hs. 112157 


ESTs 


1517 


CACCGAGACCA 


0,32 


1 


3.13 


0.32 


Hs.107169 


insulin-like growth factor., 
binding protein 5 


1 0 10 


MAM 1 onUnn I r\ 


0 32 




3,13 


0,32 


Hs. 104904 


ESTs 


1519 


TGACCAGGCGC 


0,32 




3,13 


0,32 


Hs.1019 


parathyroid hormone 
receptor 1 


lOZU 


n n. n r a tp TPTT 


12 19 


38 


3,12 


8 11 


Hs.76807 


major histocompatibility 
complex, class II, DR 
alpha 


1 CO 1 




1 93 


6 


3 11 


1.62 


Hs.68257 


general transcription factor 
IIF, polypeptide 1 (74k 


1 ^oo 

1 D££. 


r^A(^AAAPCCCG 


12,89 


40 


3,10 


8.44 


Hs.5486 


clone FLB5214 


1523 


AAATGCGAACA 


1,29 


4 


3,10 


1,16 


Hs.5672 


ESTs, Weakly similar to 
Similarity to Yeast D-lactat 


1524 


ATCCACCTGCC 


0,97 


3 


3,09 


0.91 


Hs.231656 


EST 


1525 


G CC AGCTG AC A 


0,97 


3 


3,09 


0.91 


Hs.118913 


ESTs 


1526 


AGAAAGAATCT 


0,97 


3 


3,09 


0.91 


Hs.107979 


small membrane protein 1 


1527 


TGCCCCTTGCC 


0,97 


3 


3,09 


0,91 


Hs. 105700 


secreted frizzled-related 
protein 4 


1528 


GAGAAACCCTG 


11,34 


35 


3.0S 


7.42 


Hs.194359 


ESTs, Weakly similar to 
ALUC_HUMAN !!!! ALU 
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CLASS 


1529 


TTGCTGACT TT 


11 7 C 








ns. iuoooo 


collagen, type VI, alpha 1 


;i 1530 


AGGCTGAGGCA 


3,e 


i 11 


3,06 


I 2,64 


Hs.17834 


downstream neighbor of 

OKJri 


1531 


TCACTGCATTC 


1,64 


5 


» 3,05 


» 1 ^37 


Hs 235587 


EST 


1532 


CTTAAAAAAAA 


1,64 


5 


3,05 


1,37 


Hs. 176626 


hypothetical protein 
EDAG-1 


1533 


GTGAAAACCTG 




Q 




0 00 


ns.^ooouo 


to 1 s, Moderately similar 

fn Al 1 15 U\ lyAM ai i i 
it) MLUO_nUlvi/MM ALU 


1534 


AGCCACCGTGC 


10,2 


31 


3,04 


6,52 


Hs.240845 


DKFZP434D146 protein 


1 
1 


VJ 1 OOvAwn 1 MO 




D 




1,57 


Hs. 205353 


ectonucleoside triphos- 
pnate aipnospnonydrolase 


1536 


CCATTGTACTC 


4,98 


15 


3,01 


3,39 


Hs. 108740 


DKF2P586A0522 protein 


1537 


TGCCTGTAATC 


16,99 


51 


3 00 


10 11 


Hs 167135 


nurnu sapiens cui\j/\ 

FLJ10728 fis. clone 


1538 


TTAGCCAGGAT 


6,33 


19 


3,00 


4,15 


Hs.211457 


EST 




TAGGGAATGAA 


n 


-a 
o 


^ nn 






ring finger protein 15 




AAAGCATTTCT 




w 


^ nn 




ns.oODoo 


cb is, moderately similar 
no WAr Tour-disulfide core 






u 




q nn 


4,00 


nS.2oo254 


cSTs, Weakly similar to 
AF170723_1 protein 
Kinase o u 




ATTTTTTT CAG 


0 

w 


o 


^ nn 


JO 


We 0*7&r\(\A 


to I 


1543 


GCAAGCCATTT 


0 


3 


3,00 


4,35 


Hs.272813 


dual oxidase 1 


1544 


GAT"! I i 1 1 1 I I 










We 90704** 


ArlO-IIKe 1 


1545 


TCTCTTGGGGT 


0 


3 


3.00 


4,35 


Hs. 16740 


hypothetical protein 


1546 


TGTGTGTAACA 


0 


3 


3,00 


4,35 


Hs. 156457 


ESTs 


1547 


CCTTTGTCTTT 




3 


3,00 


0,88 


Hs.99654 


protein-O- 

mannosyltransferase 1 


1548 


AATTGTAGTTA 


1 


3 


3,00 


0,68 


Hs.6809 


RAP2A, member of RAS 
oncogene family 


1549 


AGCCACTGTAC 


1 


3 


3,00 


0,88 


Hs.55346 


ESTs, Weakly similar to 
Z141_HUMAN ZINC FIN- 

GcK 


1550 


CAAACTCAAAA 


1 


3 


3,00 


0,88 


Hs.279809 


hypothetical protein 


1551 


GAGCACTTGGG 


1 


3 


3,00 


0,88 


Hs. 182937 


peptidylprolyl isomerase A 
cyciopniiin a) 


1552 


AAGK I IT IAGI 





3 


3 00 


0 88 


He 14QQ17 


:ct c 
CO 1 s 




TTTGAGGATTG 




o 






ns. i*» / yio 


UtAU/M (Asp-olU-Ala- 

Asp/His) box polypeptide 3 


1554 


TAGTTGGAACT 


1 


3 


3,00 


0,88 


Hs.1119 


nuclear receptor subfamily 
^, group a, memoer i 


1555 


TTGACCAGGCT 


4,34 


13 


3,00 


2,98 


Hs.285080 


ESTs 


1556 


CTTATTTGTTT 


1.67 


5 


2.99 


1,34 


Hs.4114 


plastin 3 (T isoform) 


1557 


AGCTTCCAGCC 


1.67 


5 


2,99 


1,34 


Hs. 144974 


ESTs, Highly similar to 
unnamed protein product 

[H.8 


1558 


CACCCCCTCGC 


0,67 


2 


2,99 


0,61 


Hs.91 246 [hypothetical protein 
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DKFZp5470146 


1559" 


rCTCCAGGACA 


0,D/ 


o 
Am 


7 QQ 
£,y*7 


n fii 




rlnmn ^anien^ clone 
23767 and 23782 mRNA 
sequences 


1560 


AIM \^r\r\ 1 1 o 


0 67 


2 


2,99 


0,61 


Hs. 79507 


KIAA0582 protein 


1561 


CAGGTTGAAo 1 


0. fi7 




2 99 


0 61 


Hs 79219 


RalGDS-like gene; 
KIAA0959 protein 


1562 


TATGTTAATGT 


0,67 


2 


2,99 


0,61 


Hs.7341 


ESTs, Weakly similar to 
DUS8 HUMAN DUAL 


1563 


GACT(jU 1 1 oo 


n R7 


aC 


2 99 


0 61 


Hs 36475 


ESTs 


1564 


GAAoAV? 1 1 u 


n fi7 


o 

dm. 


2 99 


0,61 


Hs 32204 


ESTs 


1565 




n fi7 


2 

dm 


2 99 


0,61 


Hs. 29423 


ESTs, Weakly similar to 
macrophage lectin 2 
H.sapie 


1566 


CTTGTAATCTC 


0,67 


2 


2,99 


0,61 


Hs.278002 


EST 


1567 


TTAPA AT^APA 

1 1 ACjAA 1 UnUn 


n fi7 


2 

dm 


2 99 


0,61 


Hs.21276 


ESTs 


A COO 

1568 




n 67 


2 

Mm 


2,99 


0,61 


Hs.1 83275 


ESTs 


1569 


CCTGTAATACC 


3,02 


9 


2,98 


2,17 


Hs.92254 


hypothetical protein 
FLJ20163 


1570 


AAAAGCAGAAA 


1,35 


4 


2.96 


1.11 


Hs.84728 


Kruppel-like factor 5 (intes- 
tinal) 


1571 


TTTGGGCCTAA 


ft AO 


i ft 


9 OA 




9^n^n 

IO.aCw>UOaCV 


EST 


1572 


CCTGTGGTCCC 


17,64 


52 


2,95 


10,04 


Hs.249373 


Homo sapiens done 
FLR2543 


1573 


TAGCTCCCTTG 


1.7 


0 


9 0.4 




Mc 1QQ160 


1 1 1 yciuiwr ly 1 1 ipi iwiw wi 

mixed-lineage leukemia 
(trithora 


1574 


GTGAGACCCTG 


7 A 


99 
ZZ 


9 Q** 
Z,aO 




He 135756 


nolvmerase (DNA- 
directed) kaDDa 


1575 




"50 1 ft 


DO 


9 


12 25 

. 1 dm t dL%J 


Hs 30376 


lypothetical protein 


1576 


CCACTGCATTC 


12,98 


38 


2,93 


7,45 


Hs,270403 


ESTs, Weakly similar to 
ALUCJHUMAN !!!! ALU 
CLASS 


1577 


GGGATCGCCCC 


2.05 


6 


2.93 


1.52 


Hs. 12865 


p47 


1578 


TTCCAAGGCAG 


o,Uo 


Q 


9 Q9 


9 1** 
a£,IO 


W<s ^17 


tonoi^omerasfi ^DNA^ 1 


1579 


ATGGTGGGTGC 


1 Aft 


y 


9 Q9 


9 1^ 




FSTs Weaklv similar to 

^^^^ 1 W | ™ * VUIMT 1 III WI »W 

ubiquitous TPR motif, Y 
isof 


1580 


Al UN bou l 


A** 


7 


2 92 


1,72 


Hs. 86958 


interferon (alpha, beta and 
omega) receptor 2 


1581 


GTGAAACACCG 


3,43 


10 


2,92 


2,32 


Hs.207766 


EST 


1582 


CGTTCATTCAT 


1.03 


3 


2.91 


0,86 


Hs.6139 


svnaptoqyrin 1 


1583 


CCATAATGTTG 


1 ,uo 


0 
0 


9 01 


u,oo 




nleckstrin 2 (mouse) ho- 
molog 


1584 


CTCTACGCA 1 1 




0 


9 Q1 




Hs 278573 


H-2K bindina factor-2 




ATGCAGAGGTG 


1,03 


3 


2.91 


0,86 


Hs.2 10706 


ESTs. Weakly similar to 
AF211175_1 unknown 
[H.sapien 


1586 


, GCCAACAGCAT 


1,03 


3 


2,91 


0,86 


Hs. 155606 


paired mesoderm homeo 
box 1 


1587 


JcCTGTAATCAC 


2,75 




2,91 


1.92 


Hs.266136 


ESTs 



DE 101 00 127 A 1 



1588 


GGATATGTGGT 


7,24 


21 


2.90 


4.34 


Hs.738 


early growth response 1 


1589 


GCTCACACCTG 


1,38 


4 


2.90 


1,09 


Hs.60617 


sialyltransferase 4A (beta- 
galactosidase alpha-2,3-s 


1590 


CATACAGAAAA 


1,38 


4 


2.90 


1,09 


Hs.3107 


CD97 antigen 


1591 


TATCCCAGAAC 


9,32 


27 


2,90 


5.4 


Hs.169286 


crystallin, beta B2 


1592 


CGCCTGTAATC 


11,4 


33 


2.89 


6,46 


Hs.235083 


EST 


1593 


GTGGCACACAC 


16,96 


49 


2.89 


9,23 


Hs.71475 


hypothetical protein 


1594 


ATCATAC CACT 


2,08 


6 


2.88 


1.5 


Hs.224071 


EST, Weakly similar to 
ALUC HUMAN!!!! ALU 
CLASS C 


1595 


GTGGCGTGCAC 


6,59 


19 


2,88 


3,94 


Hs.228163 


EST 


1596 


TTGCCCAGGCT 


17,35 


50 


2,88 


9,38 


Hs.56027 


Homo sapiens mRNA; 

cDNADKF2p586J1717 

(from 


1597 


CCGGTAATCCC 


2,43 


7 


2.88 


1.7 


Hs.272813 


dual oxidase 1 


1598 


AGCCACTGTGC 


8.35 


24 


2,87 


4,81 


Hs. 180606 


EST 


1599 


GTGGTGCACAC 


16,79 


48 


2,86 


8,93 


Hs.272173 


ESTs, Weakly similar to 
ALU1 HUMAN ALU 


1600 


CCCACTCTTTG 


1.05 


3 


2,86 


0.84 


Hs.9414 


KIAA1488 protein 


1601 


CAAAATCTTGA 


1.05 


3 


2.86 


0,84 


HS.75431 


fibrinogen, gamma poly- 
peptide 


1602 


CCTGTAGACCC 


1.05 


3 


2,86 


0,84 


Hs.5123 


inorganic pyrophos- 
phatase 


1603 


TCCTGGTTATT 


1.05 


3 


2.86 


0.84 


Hs.4084 


KIAA1025 protein 


1604 


TGCTAGATTGG 


1.05 


3 


2.86 


0,84 


Hs. 239663 


myeloid/lymphoid or 
mixed-lineage leukemia 
(trithora 


1605 


AACCCGG GAGA 


1,05 


3 


2.86 


0,84 


Hs.236241 


EST 


1606 


TACTCGGTTGT 


1,05 


3 


2.86 


0.84 


Hs. 11 9394 


ESTs 


1607 


GACGGGGTGGA 


1.05 


3 


2,86 


0,84 


Hs.1 11279 


hypothetical protein 


1608 


ATTTGTGTGTA 


0,7 


2 


2.86 


0,59 


Hs.94499 


ESTs 


1609 


GTTCCAAGCAA 


0.7 


2 


2.86 


0,59 


Hs.94011 


ESTs, Weakly similar to 
MAGE-B4 [H.sapiensJ 


1610 


CTATCTGTGGA 


0.7 


2 


2.86 


0,59 


Hs.9176 


ESTs 


1611 


GGCCCAGAGCC 


0.7 


2 


2,86 


0,59 


Hs.91246 


hypothetical protein 
DKFZp5470146 


1612 


TTGATGCCCAG 


0.7 


2 


2.86 


0,59 


Hs.8503 


ESTs 


1613 


TATTGTTAAAA 


0.7 


2 


2.86 


0,59 


HS.7984 


ESTs 


1614 


CAATCTTTCAA 


0.7 


2 


2,86 


0,59 


Hs.78909 


butyrate response factor 2 
(EGF-response factor 2) 


1615 


CTTCCTTGTGT 


0.7 


2 


2,86 


0,59 


Hs.6298 


KIAA1151 protein 


1616 


GACAGTGATAG 


0.7 


2 


2.86 


0,59 


Hs.53913 


hypothetical protein 
FLJ 10252 


1617 


GGCCTCTGATG 


0.7 


2 


2.86 


0.59 


Hs.46670 


PR01575 protein 


1618 


GCCTCCCCCAC 


0.7 


2 


2.86 


0.59 


Hs.40109 


KIAA0872 protein 


1619 


GGAGCAGACGC 


0,7 


2 


2,86 


0.59 


Hs.31718 


Homo sapiens cDNA 
FLJ11034fis. clone PLA- 
CE 1004258 


1620 


CTGCCCTCTGC 


0.7 


2 


2.86 


0.59 


Hs.27801 


zinc finger protein 278 


1621 


GGCTCTTCTGG 


0.7 


2 


2,86 


0,59 


Hs.27721 


hypothetical protein 
FLJ20353 
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1622 


TGCAA I Abo 1 


n 7 


9 








Twnnthptiral nrnt^in 

IV L/w 11 Iw UwOI ^1 WICHI 

FLJ11323 


1623 


oA 1 On 1 1 1 


n 7 


c. 


2 86 

A.,UU 


0 59 

V, wW 


Hs 22394 


ivDOthetical Drotein 
FLJ 10893 


1624 ( 


XCAAACGGTA 


0,7 


2 


2,86 


0,59 


Hs. 195453 


ribosomal protein S27 
(metallopanstimulin 1) 


1625 


IGGLLMoA 1 




o 


? 86 


0 59 

V , ww 


Hs 19522 


ivDOthetical Drotein 
PR02849 




1 1 MO*w 1 O 1 I o 


0,7 


2 


2,86 


0.59 


Hs. 173381 


dihydropyrimidinase-like 2 


1627' 


TGTCAATGGGG 


0,7 


2 


2,86 


0,59 


Hs. 169055 


golgi autoantigen, golgin 
subfamily a, 2 


1628 


CTTCCGGGTAA 


0,7 


2 


2,86 


0.59 


Hs. 108924 


DKFZP586P1422 protein 


A COO 


a Anf^TTPTTPT 


0 35 


1 


2.86 


0 29 


Hs. 89695 


insulin receptor 


1630 


TAATTTTAAAC 


0,35 


1 


2,86 


0,29 


Hs.8861 


ESTs 


1631 


TTA AATHPTPT 

I AAA 1 <oO I \* I 


0 35 




2 86 


0 29 

v,*.w 


Hs.82501 


similar to mouse Xrn1 / 
Dhm2 protein 


A O O 

1632 


Aot 1 UUUnnon 






2,86 


0 29 


Hs.80475 


polymerase (RNA) II (DNA 
directed) polypeptide J (13 


1633 


T/ ms f*Tf m *r s f2fl A A/^ 

GC 1 oooonno 




1 


2 86 


0,29 


Hs 80306 


Homo sapiens mRNA, 
clone:RES4-4 


1634 


GAGCAGTGCTG 


0,35 


1 


2,86 


0,29 


Hs.7636 


feline sarcoma (Snyder- 
Theilen) viral (v-fes)/Fujina 


1635 


CAAGGAAATGT 


0,35 


1 


2,86 


0,29 


Hs.64840 


ESTs 


1636 


GCAACACCGGA 


U, JO 


i 




U,£w 


He 63575 


Dolv/rCVbindina orotein 2 


1637 


AAA <^ A T/"*T 

GCCAAAGAT<3 1 


u.oo 


i 


9 fifi 


V|A? 


Hs 58636 

1 lWiWWWWw 


squamous cell carcinoma 
antigen recognized by T 
cell 


■4 COfl 

lOOO 




0 35 

W| WW 


1 


2 86 


0,29 


Hs.5811 


hypothetical protein 
FLJ20467 


1639 


TCTTTAAAAAA 


0,35 


1 


2,86 


0,29 


Hs.55999 


ESTs 


1640 


TGTGCTTCTAvj 


U,oD 


i 


L t OU 


0 29 


Hs 38613 

1 19. www 1 w 


ESTs 


1641 


TATCAAAAAAA 


0,35 


1 


2,86 


0,29 


Hs.32491 


ESTs 


1642 


TAACTCCTAGT 


0,35 


1 


2.86 


0.29 


Hs.31845 


ESTs 


1643 


T G AT ATT AAAG 


0,35 


A 
1 


Z,OD 


ft 90, 




CIvvU wl 111 Ql IOICI 1 II iy 

flavoprotein dehydro- 
genase 


1644 


AAA A A ^ 

AAACCAAl 1 I I 


U,o0 


- 




n 29 

W,A.W 


Hs 30483 

1 I9i wW~Ww 


Homo saDiens mRNA; 
cDNA DKFZp43401311 
(from 


1645 


AAGAACTCAGG 


0,35 


1 


2.86 


0,29 


Hs.30250 


v-maf musculoaponeurotic 
fibrosarcoma (avian) on- 

ww^w 


. 1646 


CAGTCCCAAAA 


Q,3c 


4 

1 




k n 9C 


1 Me 9Qft*lfi 


Human DNA seauence 

I 1UI 1 101 1 L»/ 1 \ WWN^WWIIWW 

from clone 717M23 on 


1647 


AAACCGGTCCC 




> 






I Hs 285490 

r ■ U.fcWW^TWW 


ESTs, Weakly similar to 
unnamed protein product 
[H.s 


164* 


AACATTCCTAA 


0.3S 


> 1 


2,8e 


0,2£ 


HS.285429 


ESTs 


164< 


TTAACATTTAT 


0.3S 


> 1 


2,86 


i 0.2S 


Hs.279763 


hypothetical protein 
FLJ 10504 


165( 


ATGGCGTGTGC 


0.3J 


) 1 


2.86 


> 0.2S 


Hs.278880 


ESTs 
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1651 


GAGCTCTTCCT 


0,3£ 


5 1 


2,8« 


> 0,2£ 


1 Hs.274598 


cytochrome P450, subfam- 
ily IID (debrisoquine, 
spade 


1652 


GCAAGACCTTG 


0 3 e 






i a oc 


Lie* 07QfinO 

nS.2/ OOUo 


ESTs 


1653 


AGGTTAAGAGA 


0,35 


i 1 


2.8e 


0,2S 


Hs.272046 


ESTs 


1654 


CCCGTAATCTC 


0,35 




2,8e 


i 0,28 


Hs.270062 


Homo sapiens mRNA; 
cDNA DKFZp586D0924 
(from 






n ^ 


A 


O oc 
2,oc 


> 0,29 


Hs.269867 


ESTs 


1656 


GACTTCCAGCA 


n ^ 


A 




u.zy 


II- OCX 4 CO 

Ms.2b51oo 


ESTs, Moderately similar 

A & 4 O ft n 1 ■ *^ 

to T10_MOUSE 
ocru i nK- 


1657 


GCTGTTCTAAG 


0,35 




2,86 


0,29 


Hs.24422 


regulatory factor X- 
dwSuciaiea proiem 


1658 


GCACTGAGAAG 


0 35 




2,86 


0 29 


Hs 2 394 90. 


mmmu ioo proiein 


1659 


GCGAGACCTTG 


0,35 


* 


2 86 


0 59 




to 1 S 


1660 


TTGCATTCTCC 


0,35 


1 


2,86 


0,29 


Hs.21379 


ESTs 


1661 


TGCTTGTAGTC 


0,35 


1 


2,66 


0,29 


Hs. 209680 


ESTs, Weakly similar to 
ALU1_HUMAN ALU 




nn^oUnuUU 1 1 




•4 
1 


2,00 


A OA 

0,29 


Hs. 20060 


K1AA0229 protein 


lODO 




U.OO 


1 


2,86 


0,29 


Hs.200596 


KIAA0547 gene product 


1664 


GGCTT IAIICT 


0,35 


1 


2,86 


0,29 


Hs.200412 


Homo sapiens mRNA; 
cDNA DKFZp434G0719 
(from 


1 ODD 




U,0D 


4 
1 


o oc 
2,OD 


0,29 


1 OA AO 

Hs.2003 


T cell receptor beta locus 


1666 


GGTGACAGAGG 


0.35 


1 


2,86 


0,29 


Hs.200235 


ESTs 


1667 


AGAAAAAAAAT 


0,35 


1 


2,86 


0.29 


Hs.200057 


ESTs, Weakly similar to 
ALU5_HUMAN ALU 


1DOO 


OA 1 1 OoUAU 1 U 


a oe 


4 
1 


2,86 


O On 

0,29 


Hs.195614 


splicing factor 3b, subunit 
3 f 130kD 




TTAATTAf^PAA 




A 
1 


O Qfi 

2,oo 


A OA 

0,29 


Hs. 183085 


Homo sapiens mRNA; 
cDNA DKFZp434K098 
[from clone 


1670 


CGCGTCAGAGC 


0,35 


1 


2,86 


0,29 


Hs. 182982 


golgin-67 


1671 


AAAACTCGCCG 


0,35 


1 


2,86 


0,29 


Hs. 17969 


KIAA0663 gene product 


lOf 2 




0,35 


1 


o o ^ 

2,86 


0,29 


Hs. 179661 


tubulin, beta polypeptide 


I Of 0 




u,oo 


•i 
1 


2,00 


A OA 

0,29 


HS.1790 


nuclear receptor subfamily 
3, group C. member 2 


1 fZ7A 


TTTp A A n n fl 
1 1 1 U 1 onnbuo 


U, Jo 


4 
1 


o oc 

2,86 


f\ Ort 

0,29 


Hs.172910 


ESTs, Highly similar to 
unnamed protein product 
IH.s 


1 £7C 
I OfO 




U,wO 


A 
1 


2,86 


A OA 

0,29 


Hs. 17235 


ESTs 


10/0 




a ik 


4 
1 


2,86 


0,29 


Hs. 171995 


kallikrein 3, (prostate 
specific antigen) 


1677 


GTTACCGAGTG 


0,35 


1 


2,86 


0,29 


Hs.171637 


ESTs, Weakly similar to 
<IAA1317 nrntein 

'H.sapiens] 


1678 


GGTCAAATCAT 


0,35 


1 


2.86 


0,29 


Hs. 1701 62 


KIAA1357 protein 


1679 


GCTTCACTTCC 


0,35 


1 


2,86 


0,29 


Hs.164303 


ESTs 


1680 


GAC AATACAC C 


0,35 


1 


2,86 


0,29 


Hs.161554 


hypothetical protein 
FLJ20159 
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1681 


TTCCAAAAAAA 


0,35 


1 


2,86 


0,29 


Hs. 159971 


SWI/SNF related, matrix 
associated, actin depend- 
ent 


1682 


TGTGACCCCTC 


0,35 


1 


2,86 


0,29 


Hs. 159237 


hexokinase 3 (white cell) 


1683 


TTTGTGCCATT 


0,35 


1 


2,86 


0,29 


Hs. 155507 


ESTs 


1684 


CCTTGCCCTAT 


0,35 


1 


2,86 


0,29 


Hs. 143746 


ESTs 


1685 


AGAACAAATAA 


0,35 


1 


2,86 


0.29 


Hs. 135721 


ESTs 


1686 


AGACTGTACTG 


0,35 


1 


2,86 


0,29 


Hs. 132348 


ESTs, Weakly similar to 
diaphanous 1 [H.sapiensl 


1687 


CCATCCCAGTG 


0,35 


1 


2,86 


0,29 


Hs. 127863 


ESTs 


1688 


ACAGACTGTTA 


0,35 


1 


2,86 


0.29 


Hs.1 25036 


tumor endothelial marker 7 
precursor 


1689 


GGCGACCCATT 


0,35 


1 


2,86 


0.29 


Hs.12451 


echinoderm microtubule- 
associated protein-like 


1690 


CAGGTCCCATT 


0,35 


1 


2,86 


0,29 


Hs. 11924 


ESTs, Weakly similar to 
ALU1 HUMAN ALU 


1691 


ACAAAGAAAAG 


0,35 


1 


2,86 


0.29 


Hs.1 18578 


Homo sapiens cDNA 
FLJ20053 fis, clone 
COL00809 


1692 


ACTGATGCTCA 


0.35 


1 


2,86 


0,29 


Hs. 11 5467 


ESTs 


1693 


TCCTCTTTCAA 


0,35 


1 


2,86 


0,29 


Hs.1 13987 


lectin, galactoside-binding, 
soluble, 2 (galectin 2) 


1694 


AGGCAGCACTG 


0,35 


1 


2,86 


0,29 


Hs.1 11 12 


ESTs 


1695 


CTACTGCACTC 


7.71 


22 


2,85 


4,42 


Hs.1 85989 


ESTs 


1696 


CCCAGCTAATT 


10,23 


29 


2,83 


5.59 


Hs.251235 


EST 


1697 


GTGGCACGCAC 


7.79 


22 


2,82 


4,35 


Hs.228343 


EST 


1698 


GCAAAATCCCA 


3,19 


9 


2.82 


2.04 


Hs.268051 


ESTs, Weakly similar to 
ALU2_HUMAN ALU 


1699 


GTGAAACCTTG 


12,42 


35 


2,82 


6.56 


Hs.1 61 554 


hypothetical protein 
FLJ20159 


1700 


ACTGTAATCCC 


3,55 


10 


2,82 


2.23 


Hs.1 27809 


ESTs 


1701 


ATCGCACCACT 


6,77 


19 


2.81 


3.81 


Hs.1 42569 


ESTs 


1702 


GGGAAACCCCA 


3,57 


10 


2,80 


2.2 


Hs.278281 


ESTs, Weakly similar to 
alternatively spliced pro- 
duc 


1703 


GTGAAACCCCT 


9,64 


27 


2,80 


5,16 


Hs.229364 


ESTs 


1704 


CAGCAGCAAAA 


1.79 


5 


2,79 


1.25 


Hs.285090 


ESTs 


1705 


TAGAAGCCAAC 


2,52 


7 


2.78 


1.63 


Hs.7905 


SH3 and PX domain- 
containing protein 
SH3PX1 


1706 


HCI 1 I I ICI 1 


1,44 


4 


2,78 


1.04 


Hs.250722 


(Manual assignment) 
MUG, Myeloid-upregulated 
protein 


1707 


CCTATAATCCT 


1.44 


4 


2,78 


1,04 


Hs.1 58164 


ATP-binding cassette, 
sub-family B (MDR/TAP), 
member 


1708 


TAAACGTGGCA 


1,08 


3 


2.78 


0.82 


Hs.284146 


hypothetical protein 
DKF2p762N0610 


1709 


CAGAAGTCTTC 


1.08 


3 


2.78 


0.82 


Hs.23921 


ESTs, Weakly similar to 
ALU7 HUMAN ALU 


1710 


ACC AG CCAAAG 


1,08 


3 


2,78 


0,82 


Hs.1 93090 


ESTs, Highly similar to 
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AF161437_1 HSPC319 
{H.sapien 


1711 
I / i i 












ns.i ; jyoo 


Homo sapiens mRNA for 
KIAA1439 protein, partial 
cds 


1712 


GTGTGGTATTC 


1,08 


3 


2,78 


0,82 


Hs.172140 


ESTs 


1713 


CCGAGI II 1 ICi 


1,08 


3 


2,78 


0,82 


Hs. 139709 


ESTs 


4 71 A 


ppPA A APTTTA 

booAAAU MIA 


< no 
1,08 




O 70 

2,78 


0,82 


Hs. 102497 


paxillin 


1715 




5,42 


15 


2,77 


3,05 


Hs.1 19571 


1 1 _ * ill i 1 jt 

collagen, type III, alpha 1 
(Ehlers-Danios syndrome 


I / I D 




0 17 


O 


*5 7R 


1 AA 

\ ,44 


nS.<£O00U4 


fcoT, weakly similar to 
ALU6_HUMAN ALU SUB- 

EAtUlll V 
rMiVIIL T 


1717 


CACCACCACGC 


1,82 


5 


2,75 


1,23 


Hs.5862 


hypothetical protein 


171P 










0 51 


He 900170. 


to 1 S 


1719 


GTGAAACCCTA 


10,58 


29 


2,74 


5,33 


Hs. 152081 


ESTs 


1 ( d\j 


ATAT^TATATT 


1 AR 

i,4o 




O 7.4 


4 no 




zinc finger protein 6 
(CMPX1) 


1 721 




1,46 


4 


2,74 


4 AO 

1,02 


11 _ 000700 

Hs. 283788 


hypothetical protein 
DKFZp547A023 


1722 


GGGATTAAAGC 


1,46 


4 


2,74 


1,02 


Hs.2 11579 


melanoma adhesion mole- 
cule 


1723 


TACCTTTGCTA 


1,46 


4 


2,74 


1,02 


Hs. 120980 


nuclear receptor co- 
mpressor 2 


1724 


AATGAATGAAA 


0,73 


2 


2,74 


0,57 


Hs.8986 


complement component 1, 
q subcomponent, beta 


1725 


ATATTTCATTC 


0,73 


2 


2,74 


0,57 


Hs. 79402 


polymerase (RNA) II (DNA 
directed) polypeptide C 
(33 


1726 


TGGAGGGGCAG 


0,73 


2 


2,74 


0,57 


Hs.7306 


secreted fnzzled-related 
protein 1 


1727 


TCGCGCAATAA 


0,73 


2 


2,74 


0,57 


Hs. 72249 


protease-activated recep- 
tor 3 


1728 


CTCAAAATCAA 


0,73 


2 


2,74 


0,57 


Hs.72165 


hypothetical protein 
FLJ20283 


1729 


TGTACATATGT 


0,73 


2 


2,74 


0,57 


Hs. 268384 


homolog of yeast 
Cunl/HCTI 


1730 


TGCAATGTTGT 


0 t 73 


2 


2,74 


0,57 


Hs. 171 957 


triple functional domain 
(PTPRF interacting) 


1731 


TCATTTTGTGA 


0,73 


2 


2,74 


0,57 


Hs. 154567 


supervillin 


1732 


TAAAACGTGAA 


0,73 


2 


2,74 


0,57 


Hs. 12592 


period (Drosophila) ho- 
molog 3 


1733 


TCATCTGCAAA 


0,73 


2 


2,74 


0,57 


Hs. 105189 


ESTs, Weakly similar to 
AF148856_2 unknown 
[H.sapien 


1 7^.4 








0 7 A 


n 57 


Uq inAR97 


nomo sapiens curMM 
FLJ10158 fis, clone 


1735 


GACCTATCTCT 


2,93 


6 


2,73 


1,78 


Hs. 194431 


palladin 


1736 


GTGGTGCGTGC 


10,72 


29 


2,71 


5,23 


Hs. 129727 


X-ray repair complement- 
ing defective repair in 
Chine 



DE 101 00 127 A 1 

312.70" 




1764|TGAGTGG I I iG 



63 



271 



DE 101 00 127 A 1 





1765 


» GAAGTTGCCTT 


0 76 


; ; 

1 £ 


> o fi 1 


I 0 V 


) He 96777 
) noxO (if 


M/\A0o43 protein 




1766 


i TTGTTAAGCCT 


0.76 




> 2,62 


1 0,5= 


> Hs.26243 


Homo sapiens cDNA 
FLJ11177fis, clone PLA- 

£iF 1 007409 




1767 


TATCTCAGAAC 


0.76 


> 2 


2,63 


I 0 55 


Hs 223142 


CO 1 5 




1768 


GGIGAAI I i IA 


0,76 


2 


2,63 


0 t 55 


Hs.2 10866 


EST 


10 


1769 


TGAGCACATAA 


0.76 


2 


2,63 


0,55 


Hs 194208 


ouu i -associdiea neurotro- 
phic factor target 2 (FGFR 
s 




1770 


GTGCGTGCCTG 


0 76 


2 






no. IOsSLoD*) 


to I S 


15 


1771 


ATTATCCAGCG 


0,76 


2 


2.63 


0.55 


Hs. 182225 


RNA binding motif protein 
3 




1772 


TCTTCTTTCAG 


n 7fi 




<& t OO 


n 


LJc •! 77C7 


Homo sapiens mRNA; 

CUINA Ut\rZp434t1515 

(from 


20 


1773 


CTCTCCAAACC 


0.76 


2 


2 63 


0,55 


Hs 151242 


v*ui i i^jici iiciii uornpon^ni 1 
inhthitnr ^anninorlAma 

heredi 




1774 


CCATTGCTCTC 


0,76 


2 


2,63 


0,55 


Hs.1 17582 


CGI-43 protein 


2S 


1775 


AAGATCCTTGT 


0.76 


2 


2.63 


0,55 


Hs.1 13503 


karyopherin (importin) beta 
o 




1776 


GGAACTTGGCT 


0 76 






u,oo 


ns.iuooio 


to I S 




1777 


AG 1 1 IGICACC 


0,76 


2 


2.63 


0,55 


Hs.1 01 30 


ESTs 


:*o 


177fl 
1 / (O 




U,O0 


1 






nS.99o3© 


ESTs, Weakly similar to 
154197 hypothetical pro- 
tein 




1779 


TACCCCTCTCA 


0 38 


1 
1 








jnospnoupase o, beta 2 


35 


1780 


AAAGATGTACA 


0,38 


1 


2,63 


0,27 


Hs.95243 


transcription elongation 

fartnr A liUo 1 
IdLlOi r\ ^OlIj-IIKc 1 


40 


1781 


Al 1 IAIAAICC 


0,38 


1 


2.63 


0.27 


Hs.914 


major histocompatibility 
complex, class ll, DP 
alpha 




1782 


ACIGI 1 IGI 1 1 


0.38 


1 


2.63 


0,27 


Hs.814 


major histocompatibility 
complex, class ll ( DP beta 


45 


1 1 




u,oo 


1 






11. AG 

HS.o 


CUG triplet repeat, RNA- 
bindinq protein 1 


1784 


TTAAGATCTTC 


0,38 


1 


2.63 


0,27 


Hs.79404 


neuron-specific protein 










A 
1 




n 07 


Je> 7Anfl4 

ns. /yuoi 


protein phosphatase 1 , 
catalytic subunit, gamma 

loUl 


50 


1786 


AACAATTATCA 


0,38 


1 


2.63 


0,27 


Hs.7845 


Homo sapiens cDNA 
ruj^uo^u its, oone 


55 


1787, 


AGAAACACTCA 


0,38 


1 


2,63 


0,27 


Hs. 75782 


leneral transcription factor 
hiv^, poiypepuue £ (Oc 




1788, 


AGAAATAAAAA 


0.38 


1 


2.63 


0,27 


Hs. 74649 


cytochrome c oxidase 
subunit Vic 




1789" 


TAAGTGTGGTT 


0,38 


1 


2,63 


0.27 


Hs.7327 


claudin 1 


60 


1790/ 


^GGAGAGAGCC 


0,38 


1 


2,63 


0,27 


Hs.6932 


Homo sapiens clone 
23809 mRNA sequence 




1791 ' 


TGGACAAGTCA 


0,38 


1 


2,63 


0,27 


Hs.64988 


ESTs 
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1792 


TTAAACTG CTG 


0,38 


1 


2,63 


0,27 


Hs.6232 


KIAA0764 gene product 




1793 


AGACCTCACTG 


0,38 


1 


2,63 


0,27 


Hs.49763 


ESTs 




1794 


TATTTGTATTT 


0,38 


1 


2,63 


0,27 


Hs.4764 


KIAA0763 gene product 




1795 


TGGATAGATTC 


0,38 


1 


2,63 


0,27 


HS45519 


ESTs 




1796 


TTGATTGATTT 


0,38 


1 


2,63 


0,27 


Hs.42927 


Homo sapiens cDNA 
FLJ11298fis, clone 
PLACE1 009794 




1797 


ACTATATTGTG 


0,38 


1 


2,63 


0,27 


HS.42532 


ESTs 


10 


1798 


GAGTCCGGCCT 


0,38 


1 


2,63 


0,27 


Hs.4069 


glucocorticoid modulatory 
element binding protein 1 




1799 


I A 1 1 IAI i 1 1 1 


0,38 


1 


2.63 


0,27 


Hs.39143 


ESTs, Weakly similar to 
predicted using Gene- 
finder [ 


15 


1800 


TGACATCCTGA 


0,38 


1 


2,63 


0,27 


Hs.285056 


ESTs 




1801 


CTGCAAGGACA 


0,38 


1 


2,63 


0,27 


Hs.284135 


Homo sapiens HSPC295 
mRNA, partial cds 


20 


1802 


ATCCCCCAGAA 


0,38 


1 


2,63 


0,27 


Hs.278386 


ESTs 




1803 


CCACTGCGCTT 


0,38 


1 


2,63 


0,27 


Hs.252836 


EST, Weakly similar to 
ALU1 HUMAN ALU SUB- 
FAMILY 


25 


1804 


TGCCAGACCCT 


0,38 


1 


2,63 


0.27 


Hs.249721 


ESTs 




1805 


GGTGTGCACCT 


0,38 


1 


2,63 


0,27 


Hs.24587 


signal transduction protein 
(SH3 containing) 




1806 


CI 1 1 IAI 1 1 1 1 


0,38 


1 


2,63 


0,27 


Hs.245710 


heterogeneous nuclear 
ribonucleoprotein H1 (H) 


30 


1807 


AGCGCTGGGGA 


0,38 


1 


2,63 


0,27 


Hs.241471 


RNB6 




1808 


CTAGGACCTGT 


0,38 


1 


2,63 


0.27 


Hs.240112 


KIAA0276 protein 




1809 


TAGTCCTAGCT 


0,38 


1 


2,63 


0,27 


Hs.237372 


EST 


35 


1810 


Al i IAAI 1 1 IA 


0,38 


1 


2,63 


0,27 


Hs.235883 


ESTs 




1811 


GGCAACAAAGT 


0,38 


1 


2,63 


0,27 


Hs.233364 


ESTs 




1812 


CTGTAAGGATC 


0,38 


1 


2,63 


0,27 


Hs.227730 


integrin, alpha 6 




1813 


AGTCTTCCAGT 


0,38 


1 


2,63 


0,27 


Hs.226213 


cytochrome P450, 51 
(lanosterol 14-alpha- 
demethylase 


40 


1814 


GCTCCCCCTCC 


0,38 


1 


2,63 


0,27 


Hs.2157 


Wiskott-Aldrich syndrome 

(ecezema- 

thrombocytopenia) 


45 


1815 


AGTATTTATGA 


0.38 


1 


2,63 


0,27 


Hs. 203838 


ESTs 




1816 


GCTAAACCCTG 


0,38 


1 


2,63 


0.27 


Hs.202781 


ESTs, Moderately similar 
to ALUS HUMAN ALU 


50 


1817 


CCAGCATTACC 


0,38 


1 


2,63 


0,27 


Hs.20082 


Homo sapiens zinc finger 
protein NY-REN-21 anti- 
gen m 


1818 


CCTGCAATCTC 


0,38 


1 


2,63 


0,27 


Hs. 197793 


ESTs 




1819 


GAAAAATGCGC 


0,38 


1 


2,63 


0,27 


Hs. 193398 


ESTs 


55 


1820 


GCCAGGGCTCA 


0,38 


1 


2,63 


0,27 


Hs.187913 


ESTs, Moderately similar 
to MRP3 [H. sapiens] 




1821 


TAAAACTTACA 


0,38 


1 


2,63 


0,27 


Hs. 184075 


ESTs 




1822 


ACCCI 1 1 1 IAI 


0,38 


1 


2,63 


0,27 


Hs.1 83153 


ADP-ribosylation factor 4- 
like 


60 


1823 


GTTTCAAACGA 


0,38 


1 


2.63 


0,27 


Hs. 180535 


ESTs, Weakly similar to 
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S69890 mitoaen inrJurihlp 

gen 




1824 


I CAGTCTCAGTG 


0.3J 


» 1 


2.6- 


0,27 


' Hs.17767 


Homo sapiens mRNA; 
cDNA DKFZp761N0712l 
(from c 




1825 


> AAAAATTCATC 


0,3E 


1 


2.62 


0,27 


Hs. 170328 


moesm 




1826 


i TAAATAAACAA 


0,3£ 


1 


2,63 


0,27 


Hs. 16755 


MBIP protein 


10 


1827 


CACCTCAAACA 


0,3E 


1 


2,63 


0,27 


Hs.157150 


ESTs, Weakly similar to 
zinc finaer orotein 10fi 
[M.m 


15 


1828 


AATGTCCTCGG 


0.38 




2.63 


0,27 


Hs. 155987 


KIAA0645 gene product 


1829 


TGTACCCCGCT 


0.38 


1 


2.63 


0.27 


Hs. 155975 


protein tyrosine phos- 
phatase, receptor type, C- 
assoc 


20 


1830 


CGGG 1 1 IGIGC 


0,38 


1 


2,63 


0,27 


Hs. 155482 


hydroxyacyl glutathione 
hydrolase 




1831 


GTCCATCTTAA 


0,38 


1 


2.63 


0,27 


Hs.153177 


ribosomal protein S28 




1832 


(! IAI 1 M IAG 


0.38 


1 


2.63 


0,27 


Hs. 152250 


ESTs 


25 


1833 


CCTAAAAAAAA 


0,38 


4 


2,63 


0,27 


Hs.148907 


Homo sapiens mRNA; 
(from clone 




1834 


TGATCGAGCTT 


0.38 


1 


2.63 


0,27 


Hs. 145867 


ESTs 


30 


1835 


GAAGATATTCC 


0,38 


1 


2,63 


0,27 


Hs.14553 


sterol O-acyltransferase 
(acyl-Coenzvme A* choles- 
ter 




1836 


ATGGAGCTGCA 


0.38 


1 


2.63 


0,27 


Hs. 142779 


ESTs 




1837 


ATAAGACCTTA 


0,38 




2.63 


0,27 


Hs. 142296 


erkv (mouse) homoloa 


35 


1838 


CAAGCCAAAAA 


0,36 




2.63 


0,27 


Hs. 14229 


hypothetical protein 
FU 10379 




1839 


CAAATGGCAAA 


0,38 




2,63 


0,27 


Hs. 134292 


ESTs 


40 


1840 

i 


GAAGTTTAAAT 


0,38 


1 


2,63 


0,27 


Hs. 132463 


Dhosohoinosif irip-^-kinacp 
class 2 ( beta polypeptide 




1841 


GAAGGCAAGAT 


0,38 


1 


2,63 


0,27 


Hs.1321 


coaaulation factor XII 
(Hageman factor) 




1842 


TTAGTTATGAC 


0,38 


1 


2,63 


0,27 


Hs. 13063 


transcription factor CA150 


45 


1843 


CIGJAIGI I TA 


0,38 


1 


2,63 


0,27 


Hs. 128777 


ESTs 




1844 


ACCTGCATTCC 


0,38 


1 


2.63 


0,27 


Hs. 125034 


Homo sapiens cDNA 
FU10733fis ( clone 




1845 


CCAGCTGCCTG 


0,38 


1 


2,63 


0.27 


Hs.11782 


ESTs 


50 


1846 


AAAAGTGGTGT 


0,38 


1 


2,63 


0.27 


HS. 11 7582 


CGI-43 protein 




184/ 


1 IIA1CIGATA 


0,38 


1 


2,63 


0.27 


Hs.1 17582 


CGI-43 protein 




1848 


IAN IIACCIA 


0,38 


1 


2,63 


0,27 


Hs. 114765 


myeloid/lymphoid or 

iiiacu iii ica^c icuf\crnici 

(trithora 


55 


1849 i 


<\CCTCCACACG 


0.38 


1 


2,63 


0,27 


Hs. 108947 


KIAA0050 gene product 




1850< 


3ATTGCTGTGC 


0.38 


1 


2,63 


0.27 


Hs. 100555 


DEAD/H (Asp-Glu-Ala- 
^sp/His) box polypeptide 
8(Myc 


ft) 


1851 ' 


rGAAGCAGAAA 


0.38 


1 


2,63 


0,27 


Hs. 100407 

< 

I 


^mo sapiens mRNA; 
:DNA DKF2p564H2416 
from 



6> 
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1852 


ATTGTGCCACT 


10.64 


28 


2,63 


4.88 


Hs.272324 


Homo sapiens mRNA; 
cDNA DKFZp566G231 
(from clone 


1853 


TCGGAGCTGTT 


4,19 


11 


2,63 


2,2 


Hs.4055 


chromosome 21 open 
reading frame 50 


1854 


GTGGTGTGCGC 


3,43 


9 


2,62 


1,87 


Hs.278038 


ESTs, Highly similar to 
PMM2 HUMAN 


1855 


TGCTACGAAAA 


2,67 


7 


2,62 


1,53 


Hs. 146550 


myosin, heavy polypeptide 
9, non-muscle 


1856 


CCTGGCCTAAA 


2,67 


7 


2,62 


1,53 


1 1 ~. AAA r*~9G 

Hs.111676 


protein kinase H11; small 
stress protein-like protei 


1857 


TTCACTGTGAG 


21.42 


56 


2,61 


8,99 


Hs.621 


lectin, galactoside-binding, 
soluble, 3 (gaiectm 3) 


1858 


CCCTACCCTGT 


11,51 


30 


2,61 


5,1 


Hs.75736 


apolipoprotein D 


1859 


GTGGCGTGCGC 


2,31 


6 


2,60 


1.34 


Hs.1 17582 


CGI-43 protein 


1860 


AGCCACCACAC 


7,71 


20 


2,59 


3,57 


Hs.170310 


cat eye syndrome chro- 
mosome region, candidate 
1 


1861 


TCTACTAAAAA 


1,93 


5 


2,59 


1.15 


Hs.48802 


Homo sapiens clone 
23632 mRNA sequence 


1862 


GCCGGGCACGG 


1.93 


5 


2,59 


1.15 


Hs.271480 


hypothetical protein 
FLJ20686 


1863 


GTGCTCAAACC 


1,93 


5 


2,59 


1.15 


Hs.103915 


KIAA0346 protein 


1864 


CCACTGCACTT 


13,54 


35 


2,58 


5,78 


Hs. 194300 


ESTs 


1865 


GTGGCGGACGC 


1.55 


4 


2,58 


0.96 


Hs.182577 


inositol polyphosphate-5- 
phosphatase, 75kD 


1866 


CCACTGCCCTC 


4,66 


12 


2,58 


2,31 


Hs.1010 


regulator of mitotic spindle 
assembly 1 


1867 


GTGGCGTGTGC 


11,69 


30 


2,57 


4,99 


Hs.278627 


prenylcysteine lyase 


1868 


TCTGTAGTCCC 


2,34 


6 


2,56 


1,32 


Hs.7358 


Homo sapiens mRNA; 
cDNA DKFZp566D1146 
(from 


1869 


CTAATTTAACT 


1.17 


3 


2,56 


0,76 


Hs.9194 


putative glialblastoma cell 
differentiation-related 


1870iGTCTCAGTCAT 


1.17 


3 


2,56 


0,76 


Hs.78943 


bleomycin hydrolase 


1871 


GACAGTCACTC 


1.17 


3 


2,56 


0,76 


Hs.6066 


Rho guanine nucleotide 
exchange factor (GEF) 4 


1872CCTGTAGTCCA 


1.17 


3 


2,56 


0,76 


Hs.277028 


EST 


1873 


CAGAGTTGTAT 


1.17 


3 


2,56 


0,76 


Hs.109144 


ESTs 


1874 


GGCTGAGCTCA 


1.96 


5 


2,55 


1,13 


Hs.83004 


interleukin 14 


1875 


GCTTTCTCAAA 


1.96 


5 


2,55 


1,13 


Hs.177153 


EST 


1876 


CCTGTAGTCCT 


7.85 


20 


2,55 


3,48 


Hs. 179657 


plasminogen activator, 
urokinase receptor 


1877 


GTGAAACACTG 


3.14 


8 


2,55 


1,65 


Hs. 145357 


ESTs, Moderately similar 
to ALU7 HUMAN ALU 


1878 


GTGAAGCCCCA 


O, I o 


I 0 


Z,00 




Me 1 71 *;ni 

no. 1 r 1 %j\J 1 


iihiniiitin cr^of*ifi^ nrntosc^ 

11 


1879 


CCTGTATTCCC 


3.16 


8 


2,53 


1,63 


Hs.249718 


ESTs 


1880 


TTCAGTGCCTG 


2.37 


6 


2.53 


1.3 


Hs. 180933 


CpG binding protein 


1881 


GGGAAACAGGT 


1.58 


4 


2.53 


0.94 


Hs. 18368 


DKF2P564B0769 protein 


1882 


CCI 1 1 1 I I ITT 


0.79 


2 


2.53 


0,53 


Hs.9956 


hypothetical protein 
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FLJ20259 


1883 


GGGGCTTAGGA 


0,79 


2 


2,53 


0.53 


Hs.89135 


KIAA1 528 protein 


1884 


CTAGACAGTM 


0,7S 


I 2 


2.53 


0,53 


Hs. 52526 


KIAA0669 gene product 


* 1885 


GTGTTCTGTGC 


0,79 


2 


2,53 


0,53 


Hs.241567 


RNA bindina motif ciinnle 

. >| \ wit lull IU 1 ■ IV^III , dll 

stranded interacting prote 


1886 


TGCTGTAAAGG 


0.79 


2 


2,53 


0,53 


Hs.23856 


Homo sapiens HSPC091 
mRNA, partial cds 


1887 


GAGGAGTGGGT 


0,79 


2 


2.53 


0,53 


Hs.206770 


zinc finger protein 297 


1888 


GTAAGACCCTG 


0,79 


2 


2.53 


0.53 


Hs. 1641 77 


ESTs 


1889 


GGCCGTTAGAA 


0,79 


2 


2,53 


0.53 


Hs.135 


methylmalonate- 
semialdehyde dehydro- 
genase 


1890 


AGGCTAAAAGC 


0,79 


2 


2.53 


0,53 


Hs. 11 3029 


ribosomal protein S25 


1891 


CTGTGTAATTT 


0,79 


2 


2.53 


0,53 


Hs.109731 


ESTs 


1892 


CTGAAGCGTGC 


0,79 


2 


2.53 


0,53 


Hs. 103391 


Human insulin-like arowth 
factor binding protein 5 ( 


1893 


AGAACCTTCAA 


3.57 


9 


2.52 


1J8 


Hs. 181244 


major histocompatibility 
complex, class I, A 


1894 


TTCTGTGCTGG 


6,36 


16 


2,52 


2,84 


Hs.1279 


complement component 1 , 
r subcomponent 


1895 


TTAGCTGAGTC 


1.99 


5 


2.51 


1,12 


Hs. 153028 


cytochrome b-561 


1896 


TTGGCCAGACT 


3,6 


9 


2,50 


1,76 


Hs.91728 


polymyositis/scleroderma 

aiitnantinon 1 /7*^^/^i^ 


1897 


TTTCATTGCCT 

# 9 9 9 9 9 ^^^^ \^ * 


3 6 


9 


2 50 


1 76 


Hs 173159 


u cir iwiurrning, aciuic cotiea- 
coil containing protein 


1898 


GTGGCCAGAGG 


3.6 


9 


2.50 


1,76 


Hs.1420 


fibroblast arowth factor 
receptor 3 (achondropla- 
sia. 

VIM, 


1899 


ACCGTTCTGTA 


2.4 


6 


2.50 


1,28 


Hs. 117582 


CGM3 protein 


1900 


TAACTCCAAAG 


1.2 


3 


2.50 


0,74 


Hs.24743 


hypothetical protein 
FLJ20171 


1901 


TGCCGTAAATG 


1 2 


3 


2 50 


0 74 




v-eiu-uz avian eryinroQias- 
tic leukemia viral oncoqen 


1902 


TGAACTTTCCT 


1,2 


3 


2,50 


0,74 


Hs. 17567 


ESTs 




TAAAC5ATCCTC 


1 0 


o 
o 




n ia 

\J t t H 




nomo sapiens mKiMA, 
(from 


1904 


GTGGCTCACAC 


22.18 


55 


2.48 


8,11 


Hs. 1384 11 


Homo sapiens mRNA; 
cDNA DKF2p586J1922 
(from 


1905 


GTGGTACACAC 


2.02 


5 


2.48 


1.1 


Hs.250419 


ESTs 


1906 


GATCTCTTGGG 


2.02 


5 


2,48 


1,1 


Hs. 11 5947 


keratin 16 (focal non- 
epidermolytic palmopiantar 
ker 


1907 


GAGGAACTCAA 


2,87 


7 


2.44 


1 4 


Hs.5008 


CGI-87 Drotein 


1908 


AATAAAGCCTT 


2,46 


6 


2,44 


1.24 


Hs.3314 


selenoprotein P, plasma. 1 


1909 


TTTACAAGTTA 


1,64 


4 


2.44 


0,91 


Hs.91246 


lypothetical protein 
DKFZp5470146 


1910 


AGGTCAAAAAA 


1,64 


4 


2.44 


0,91 


HS. 149570 


actin related protein 2/3 
complex, subunit 4 (20 kD) 


1911 


GAGCCCCCGTG 


1,64 


4 


2.44 


0,91 


Hs. 12908 


CDC42-binding protein 
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MnaSc Dcid {Ufv\rt\'\\KQ) 


1912 




1 ,£.0 


•a 








bciruobpan ^f\ras oncoge- 
ne-associated gene) 






n R9 
u,o^ 


o 






no. / iJOD 


DAn-assoctateo protein 2 


1914 


GAUAI 1 IUI 1 1 


0,82 


2 


2,44 


0,52 


Hs.75452 


heat shock 70kD protein 2 


1915 


GAAG66GTGCT 


0,82 


2 


2,44 


0,52 


Hs.61950 


DKFZp434A0131 protein 


i yi o 


VjOUAUAo 1 AUA 




o 
2 


2,44 


U t 02 


HS. 55044 


DKFZP586H2123 protein 


1 Q17 


TA ATTTTTAPT 




o 


2,^4 


Pi CO 


LJr> COOCC 


hypothetical protein 
FLJ20624 






A QO 


O 
2 


O /1A 

2,44 


n co 


rl5.20Dl 1 U 


translocase of inner mito- 
uiiuriuiidi rncrnoranc y 


1919 


TCTGGCTAATT 


0,82 


2 


2,44 


0,52 


Hs.262198 


ESTs 


1920 


GTGGAAACCCA 


0,82 


2 


2,44 


0,52 


Hs. 24 38 18 


ESTs, Moderately similar 

to ALU 1 HUMAN ALU 


1921 


TTGCCCAAGCT 


0,82 


2 


2,44 


0,52 


Hs.213469 


EST 


1922 


AAAACAGTGGC 


0,82 


2 


^ A A 

2,44 


0,52 


1 1 _ A C\ A A r\t\ 

Hs. 1841 09 


ribosomal protein L37a 


1923 


TGATGTGATAG 


0,82 


2 


2.44 


0,52 


Hs. 181 159 


Homo sapiens mRNA; 
CDNA DKFZp434F0217 
(irom 




TTT^AArmT 
1 1 1 oMUUO 1 1 


n po 


O 

2 


O AA 


n c.o 
w t D2 


Ule IROnfi 


uncnaractenzeo nypo- 
inaiamus proxein n i uuo 


1925 


CCTATAATAAA 


0,82 


2 


2.44 


0.52 


Hs. 13885 


ESTs, Weakly similar to 
i uy/o.o [u.eiegansj 


1926 


AGAATCACTTA 


0,82 


2 


2.44 


0.52 


Hs. 13081 5 


ESTs 


1927 


-p A '1 1 |"| O A A A 

T ATTTT o C AAA 


A DO 

Q.oZ 


2 


O AA 

2,44 


r> co 


US. 1 144y 


Ur\r^h'5b4Ul23 protein 


1928 


TA 1 AAOUvJU 


A A A 


1 


2,44 




Lie* OA>| 4 A 


COT* 

to 1 S 


1929 


TCCAACTACAC 


0,41 


1 


2.44 


0,26 


Hs.94581 


sulfotransferase family, 
cytosolic, 28, member 1 


1930 


TACCCAAAGAA 


A A A 

0,41 


1 


O JlA 

2,44 




Ail Ofi 


toTs, Weakly similar to 

MPCD DAT KtAPkLI C 


1931 


TGTTTGTAAAA 


0,41 


1 


2,44 


0,26 


Hs.9271 


KIAA1071 protein 


1932 


1 1 1 1 1 1 1 1 I IC 


0,41 


1 


2,44 


0,26 


Hs.90797 


Homo sapiens clone 

OOfiOA w\DlvlA ^a^i iam^b 

^oo^u mHNA sequence 


1933 


TATCTCTGCAA 


0,41 


1 


2,44 


0,26 


Hs.82985 


collagen, type V, alpha 2 


1934 


TTCTTCTGAAA 


0,41 


1 


2,44 


0,26 


Hs.8087 


NAG-5 protein 


1935 


CAGATGTTTAA 


0,41 


1 


2,44 


0,26 


Hs.77631 


glycine cleavage system 
protein H (aminomethyl 
carri 


1936 


TTTGTAATATT 


0,41 


1 


2,44 


0,26 


Hs.75546 


capping protein (actin 
filament) muscle Z-line, 
dipn 


i yjf 


APPP A nTTWTT 
nOv^UnO Moll 


0 A"\ 


1 
I 


0 AA 




Mi. { vA*T 1 \J 


Hoot cHaaI^ 7nifO nmtoin A 

(glucose-regulated protein 


1938 


CTCATTGGTGG 


0,41 


1 


2,44 


0,26 


Hs.6580 


Homo sapiens clone 
23718 mRNA seauenep 


1939 


TCTTCTCACAA 


0,41 


1 


2,44 


0,26 


Hs.656 


cell division cycle 25C 


1940 


CCTTTGTTCAA 


0,41 


1 


2,44 


0,26 


Hs.6107 


ESTs 


1941 


TTAGAGATTCC 


0,41 


1 


2,44 


0.26 


Hs.5947 


mel transforming onco- 
gene (derived from cell 
line NK 
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1942 


TCCACACCAAA 


0.41 


1 


2,44 


0.26 


Hs. 53656 


ESTs, Weakly similar to 
D29149 proline-rich pro- 
tein 


1943 


IGIAAIC3GI I 1 


0.41 


1 


2,44 


0.26 


Hs.4930 


low density lipoprotein 
receptor-related protein 4 


1944 


GTACTTACCTT 


0.41 


1 


2,44 


0.26 


Hs.3454 


ESTs, Weakly similar to 
KIAA0665 protein 
[H.sapiens] 


1945 


CTTAAATGGTT 


0.41 


1 


2,44 


0.26 


Hs.29679 


cofactor required for Sp1 
transcriptional activation 


1946 


CTCCAACCTGA 


0,41 


1 


2,44 


0,26 


Hs.285999 


trinucleotide repeat con- 
taining 15 


1 OA 7 






A 
1 


*5 AA 


U,<£0 


Ule OfiCAOQ 


hypothetical protein 


1948 


GAAGATGTACG 


0,41 


1 


2,44 


0,26 


Hs.285077 


ESTs 


iy4y 


1 (j{_/OAOL/M 1 At 


n a 4 
U,4l 


A 
1 


1 A A 

z t 44 


U,2o 


HS.284" 38 


cols 


1950 


TGTC To 1 A<ol U 


0,41 


1 


2,44 


0,26 


HS.282837 


ESTs 


1951 


TAAAGTCCATT 


0.41 


1 


2,44 


0,26 


Hs.278398 


KIAA1 117 protein 


1952 


CCAACTGACTT 


0,41 


1 


2,44 


0,26 


Hs.277543 


KIAA0631 protein 


1953 


ATGGAATGCTA 


0,41 


1 


2,44 


0,26 


Hs.268551 


receptor-interacting serine- 
threonine kinase 3 


1954 


TTGAAACCTCG 


0.41 


1 


2.44 


0,26 


Hs.267148 


ESTs 


1955 


TATATCATATT 


0.41 


1 


2.44 


0.26 


Hs.266914 


hypothetical protein 
FLJ10355 


1956 


TGGCACGCTGC 


0.41 


1 


2,44 


0,26 


Hs.250890 


ESTs, Weakly similar to 
TOM1 [H.sapiens] 


1957 


ACAGAGTCTCA 


0.41 


1 


2,44 


0,26 


Hs.249031 


EST 


1958 


GAAATATTGAT 


0,41 


1 


2,44 


0.26 


Hs.247043 


type 1 tumor necrosis 
factor receptor shedding 
amino 


1959 


GTGAAACCTGA 


0,41 


1 


2.44 


0.26 


Hs.242076 


EST 


1960 


ATGTCAACCAA 


0,41 


1 


2.44 


0,26 


Hs.241558 


ariadne (Drosophila) ho- 
molog 2 


1961 


GAAAAGGGCAC 


0,41 


1 


2,44 


0,26 


Hs.23440 


KIAA1105 protein 


1962 


TGCAGTCTTTG 


0,41 


1 


2,44 


0,26 


Hs.232111 


ESTs 


1963 


CAGATTTCCAG 


0,41 


1 


2,44 


0,26 


Hs.21893 


ESTs, Weakly similar to 
AF121081 1 cAMP induc- 
ible 2 


1964 


AAAAGGAAACC 


0,41 


1 


2,44 


0,26 


Hs.21415 


Homo sapiens mRNA; 
cDNA DKFZp761K2024 
(from 


1965 


ATTGTAAGCTT 


0,41 


1 


2,44 


0,26 


Hs.210232 


ESTs 


1966 


GTCTTAAAATA 


0,41 


1 


2,44 


0,26 


Hs.1 87991 


DKFZP564A122 protein 


1967 


TCCGCAGGGAA 


0,41 


1 


2,44 


0,26 


Hs. 184592 


Human clone A9A2BRB5 
(CAC)n/(GTG)n repeat- 


1968 


oCTGGAGCTCA 


0,41 


1 


2.44 


0,26 


Hs.181315 


ESTs, Moderately similar 
toALU4 HUMAN ALU 


1969 


TGTTGTAAATA 


0.41 


1 


2.44 


0.26 


Hs. 171 501 


ubiquitin specific protease 
11 


1970 


GCTCCTACATT 


0,41 


1 


2,44 


0,26 


Hs. 169488 


dentatorubral- 
pallidoluysian atrophy 
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(atrophin-1) 


1971 


CAGGTGCCAAA 


0,41 


1 


2,44 


0,26 


Hs. 168350 


KIAA0554 protein 


1972 


TGCTGCTGCCC 


0,41 


1 


2,44 


0,26 


Hs. 167046 


ESTs 


1973 


GCCTGGGCTGA 


0,41 


1 


2,44 


0,26 


HS. 164476 


hypothetical protein 
FLJ20626 


1974 


GTATGAGGTGG 


0,41 


1 


2,44 


0,26 


HS. 164464 


ESTs 


1975 


GTAAACAGAAA 


0,41 


1 


2,44 


0,26 


Hs. 161 554 


hypothetical protein 
FLJ20159 


1976 


TGAAATAAACT 


0,41 


1 


2,44 


0,26 


Hs. 1552 12 


methylmalonyl Coenzyme 
A mutase 


1977 


11 1 rC'ICAACA 


0,41 


1 


2.44 


0.26 


Hs. 154645 


ESTs, Weakly similar to 
tyrosine kinase [H.sapiens] 


1978 


GCACGTGTTCT 


0,41 


1 


2.44 


0,26 


Hs. 152096 


cytochrome P450, subfam- 
ily It J (arachidonic acid 
epo 


1979 


TTAGTCCACAG 


0,41 


1 


2.44 


0,26 


Hs. 150390 


zinc finger protein 262 


1980 


AAATTTCAAGC 


0,41 


1 


2,44 


0,26 


Hs. 146401 


small inducible cytokine 
subfamily E ( member 1 
(endo 


1981 


CCCAGCTACTT 


0,41 


1 


2.44 


0,26 


Hs. 143961 


ESTs, Moderately similar 
toALUI HUMAN ALU 


1982 


AAACCAGGAAA 


0,41 


1 


2.44 


0,26 


Hs. 139120 


ribonuclease P (30kD) 


1983 


AATTTCAAGAA 


0,41 


1 


2.44 


0,26 


Hs. 119591 


adaptor-related protein 
complex 2, sigma 1 sub- 
unit 


1984 


TACCCTAAAAT 


0.41 


1 


2,44 


0,26 


Hs. 117325 


Homo sapiens cDNA 
flji 11 do ris, clone 
PLACE1007242 


1985 


GGACTGTAGTG 


0,41 


1 


2,44 


0,26 


HS.11711 


KIAA0329 gene product 


1986 


CTCCCGCCGGA 


0,41 


1 


2,44 


0,26 


Hs. 109445 


KIAA1020 protein 


1987 


TGAAGTGCCCT 


0,41 


1 


2,44 


0,26 


Hs. 106932 


ESTs 


1988 


GAAGAGGCTGG 


0,41 


1 


2.44 


0.26 


Hs. 105962 


ESTs 


1989 


TTCCCTTCTTC 


3.72 


9 


2.42 


1,69 


Hs.814 


major histocompatibility 
complex, class II, DP beta 


1990 


AACCCGGAAGG 


3,31 


8 


2,42 


1,54 


Hs.87497 


butyrophilin, subfamily 3, 
member A2 


1991 


GTGGCGCGTGC . 


6,65 


16 


2,41 


2,66 


Hs.24135 


hypothetical protein 
DKFZp761C241 


1992 


TACCCTAAAAC 


42,92 


103 


2.40 


13,65 


Hs. 165662 


KIAA0675 gene product 


1993 


CCTGTGATCCC 


16,67 


40 


2.40 


5,77 


Hs.249982 


cathepsin B 


1994 


CCGGCCCTACC 

• 


1,67 


4 


2,40 


0,89 


Hs.271473 


epithelial protein up- 
regulated in carcinoma, 
membra 


1995 


GCACGCGTAAC 


1,67 


4 


2.40 


0.89 


Hs. 169552 


ESTs, Weakly similar to 
BRDT [H.sapiens] 


1996 


AACAAGG 1 GAla 




o 
3 


z,oo 


U, / 1 




to 1 s, nigniy similar to 
transcription elongation fac 


1997 


TGCGTCCCTCC 


1,26 


3 


2.38 


0,71 


Hs.6179 


DEAD/H (Asp-Glu-AIa- 
Asp/His) box polypeptide 
17 (72k 


1998 


GACCCTTTTGG 


1,26 


3 


2.38 


0,71 


Hs.272848 


Homo sapiens mRNA; 
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cDNADKFZp434G1310 
(from 


1 1999 


<j>A t I i i i u i ciA 


1,26 


3 


2,38 


0,71 


Hs.241567 


RNA binding motif, single 
stranded interacting prote 




1 1 1 U 1 <o 1 11 


1,26 


3 


2,38 


0,71 


Hs. 146428 


collagen, type V, alpha 1 


Odd 1 




5,09 


14 


2,38 


2,35 


Hs. 102926 


ESTs 


2002 


GTGAAGCCCTG 


6,74 


16 


2,37 


2,61 


Hs. 105407 


ectodermal dysplasia 1 , 
anhidrotic 


2003 


ACTGAAAGAAG 


2,11 


5 


2.37 


1,05 


Hs.169756 


complement component 1, 
s subcomponent 


2004 


CTGAGAGCTGG 


5,95 


14 


2,35 


2,31 


Hs.78501 


growth arrest-specific 6 


2005 


GTTCCAGCAGC 


1.7 


4 


2.35 


0,88 


Hs.23918 


Homo sapiens clone 
251 16 mRNA sequence 


2006 


CCATTGCGCTC 


1.7 


4 


2.35 


0,88 


Hs.204299 


ESTs, Moderately similar 
to alternatively spliced pr 


2007 


GGATGCGCAGG 


1.7 


4 


2.35 


0,88 


Hs. 168541 


Homo sapiens mRNA full 
length insert cDNA clone 
EURO 


2008 


T7 GC57 C3(3AC3GT 


0,85 


2 


2,35 


0,5 


Hs.76294 


CD63 antigen (melanoma 
1 antigen) 


2009 


AGAATTATGGG 


0,85 


2 


2,35 


0.5 


Hs.6975 


PRO1073 protein 


2010 


TGTGGTGGCAC 


0,85 


2 


2,35 


0,5 


HS.46624 


HSPC043 protein 


2011 


CAGTTCTTGAT 


0,85 


2 


2,35 


0.5 


Hs.284217 


serologically defined colon 
cancer antigen 33 


2012 


GCAAGACCCCG 


0,85 


2 


2,35 


0,5 


Hs.262335 


ESTs, Weakly similar to 
ALUC.HUMAN !!!! ALU 
CLASS 


2013 


AAAACAAAACA 


0,85 


2 


2,35 


0,5 


Hs.24734 


oxysterol bindinq protein 


2014 


A A A A A A 

AAGACTGACAA 


0.85 


2 


2,35 


0.5 


Hs.225951 


topoisomerase-related 
function protein 4 


2015 


TTCTCCTCTTT 


0,85 


2 


2,35 


0.5 


Hs.22451 


hypothetical protein 
FLJ10357 


2016 


TCAATCAGTGA 


0,85 


2 


2.35 


0,5 


Hs. 127270 


ESTs 


2017 


TGGGGTCCCCA 


0,85 


2 


2,35 


0,5 


Hs. 123661 


ESTs 


2018 


CCATTGCACTG 


4,69 


11 


2,35 


1,9 


Hs. 142457 


ESTs, Moderately similar 
to alternatively spliced pr 


2019 


AATAAATTCCT 


5,98 


14 


2,34 


2,3 


Hs. 76307 


neuroblastoma, suppres- 
sion of tumorigenicity 1 


2020 


GTGGCAGATGC 


2,99 


7 


2,34 


1,34 


Hs.273539 


ESTs, Weakly similar to 
ALU2 HUMAN ALU 


2021 


CCTGTTATCCC 


2,99 


7 


2,34 


1.34 


Hs.228142 


EST 


2022 


GCGAAACTCCA 


2,99 


7 


2,34 


1,34 


Hs. 11 2860 


KIAA1353 protein 


2023 


GTGAAACCTCG 


16,25 


38 


2,34 


r* oft 

5,28 


Hs. 194408 


1 f A A A ^ A 4 j * 

KIAA1244 protein 


2024 


GGCAGACACAT 


1,29 


3 


2,33 


0,69 


Hs.33287 


nuclear factor l/B 


2025 


AAAGAGAAGAG 


1,29 


3 


2,33 


0,69 


Hs.22969 


ESTs 




iPAiArrA i i i 
AwVAAwUAl 1 1 




Aft 

40 


2,32 


5,46 


Hs. 103391 


Human insulin-like growth 
factor binding protein 5 ( 


2027 


TTTAGTGACGT 


3,02 


7 


2.32 


1,32 


Hs.7104 


Kruppel-like factor 13 


2028 


AGCCACCACGC 


7,35 


17 


2,31 


2,63 


Hs.60772 


ESTs 


2029 


GCGAAACCTCG 


3,46 


8 


2.31 


1,46 


Hs.210473 


ESTs, Weakly similar to 
GELS_HUMAN GEL- 
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2030 


GCAGTTGGATC 


1,73 


4 


2.31 


0,86 


Hs.284932 


Homo sapiens clone 
24650 ubiquitin hydrolase 
mRNA, p 




^ Mo I UnnO 1 vj 




A 


5 ^1 
'.J I 


U,OD 


Mc Oft^ARl 

ns.^oooo i 


CQTe 
to 1 S 


2032 


GTGGCTCACGC 


24,38 


56 


2.30 


7.21 


Hs.228230 


EST 


2033 


CAGCTATTTCA 


4,39 


10 


2,28 


1,69 


Hs. 153179 


fatty acid binding protein 5 
vpsonasis-associateo j 


2034 


CACACACACAC 


1,76 


4 


2,27 


0.84 


Hs.63984 


cadherin 13, H-cadherin 
(heart) 


2035 


t/CALLAUAO 1 


l,f 0 


A 
H 




n &a 

U.04 




to i , weakly similar to 

Al t 11 Wl IMAM Al I I Ql ID 
MLU I MulVl/MN MLU oUD- 

FAMILY 


2036 






A 
H 




n im 

U.D4 


nS. 1 ( U222 


solute carrier family 9 
(sodium7hydrogen ex- 
changer), 


2037 


GCAGuACT 1 A 1 


U.oo 


2 


O 07 


n >ip 
U.40 




oAr-iiKe protein 


2038 


CO i OAOO 1 OAA 


r\ qq 
U,oo 


£. 


O 07 
^,2/ 




Ule 7Q74 
MS. / Of 4 


muskelin 1, intracellular 
mediator containing kelch 


2039 


GoGGTATool 1 


n qq 




^ 07 


n 




piaieiei-oenveo growtn 

lalAUl tCUCfJlUi, fJcld 


2040 


AGCAGCCGCTC 


0,88 


2 


2.27 


0.48 


Hs.7104 


KruppeHike factor 13 


2041 


CTCCTGGCCCA 


0,88 


2 


2.27 


0.48 


Hs.5321 


ARP3 (actin-related pro- 
icin o, yeasij nornoiog 


2042 


TTATGCCTCCA 


0,88 


2 


2,27 


0.48 


Hs.43314 


ESTs 


2043 


TACTTCCTGCG 


0.88 


2 


2,27 


0,48 


Hs.38039 


ESTs 


2044 


CCTTGCCCAGG 


0,88 


2 


2.27 


0,48 


Hs.3144 


Cas-Br-M (murine) ec- 
tropic retroviral transform- 
ing s 


2045 


GTAGGGTTCCT 


0,88 


2 


2,27 


0,48 


rls.278597 


protein tyrosine phos- 
pnaiase, non-recepxor type 
18( 


204d 


ATA A /^/*> A A ATO 

A 1 AAUOAAA 1 o 


n QQ 
U,oo 




0 07 






iransposon-ocnvea 
Dusier t iransposase-iiKe 
protein 


2047 


CCTGTGAATAG 


0,88 


2 


2,27 


0.48 


Hs. 200647 


EST 


2048 


TGACCAGGoTC 


ft QQ 


L 


0 07 

2,27 


U,4C3 


We 1A7Q07 
MS. ID/ O^/ 


nomo sapiens cione 
nn*? iy unknown rnr\iM/\ 


2049 


CAGACCCAAAA 


0,88 


2 


2,27 


0.48 


Hs. 167558 


zinc finger protein 161 


2050 


TTCTCATAA1 C 


A QQ 
U.OO 




0 07 

2,2/ 




We 1£MQ1G 
MS. IDnyi y 


to i s, Migmy similar 10 

KPPO Wl IMAM PROTFIN 


2051 


ACTGATGCAAG 


0,88 


2 


2,27 


0,48 


Hs.161049 


ESTs 




A ApTPTfSATAT 
/v\V* 1 U 1 On 1 r\ 1 


n Aft 


o 




0 48 


Hs 151046 


hvnothpfical orotein 
FLJ11193 


2053 


GGGCATCTCCA 


0.88 


2 


2.27 


0,48 


Hs. 107000 


ESTs 


2054 


TGGATGTCTGT 


0.44 


1 


2.27 


0,24 


Hs.96716 


ESTs 


2055 


TATTAGAAGCA 


0.44 


1 


2,27 


0.24 


Hs.91065 


hypothetical protein 
DKFZp761B2423 


2056 


CACTGAATATG 


0.44 


1 


2.27 


0.24 


Hs. 86948 


small nuclear ribonucleo- 
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piuictii u i jJuiypcpi'QG 

(16kD 


5 


2057 


AGTTAATAAAG 


0,44 


\ 1 


2,27 


' 0,24 


Hs.8065 


Homo sapiens mRNA full 
length insert cDNA clone 
EURO 




2058 


I I A I A I 1 1 ICI 


0.44 


1 


2,27 


0.24 


Hs.8021 


KIAA1058 protein 




2059 


GTCACCAAACA 


0,44 


1 


2,27 


0,24 


Hs.79283 


selectin P linanri 


10 


206C 


TTACACTGTAA 


0,44 


1 


2,27 


0.24 


Hs.78687 


neutral sphingomyelinase 

fN-SMa^P^ arfiuafinn 

\iv wiviaoc/ avllvaliun 

associ 

WWW V VI 


15 


2061 


AAGTTGCATCT 


0,44 




2,27 


0.24 


Hs.74649 


cytochrome c oxidase 
subunit VIc 




2052 


TAGACATTTGA 


0.44 




2.27 


0.24 


Hs.74649 


cytochrome c oxidase 
subunit VIc 




2063 


TTCATAGGTAA 


0.44 


1 


2,27 


0.24 


Hs.7312 


ESTs 


20 


2064 


CAI 1 1 IAGGCA 


0,44 


1 


2,27 


0,24 


Hs.72782 


hvDothefical oroipjn 
FLJ11171 




2065 


ATACTATAATT 


0,44 


- 


2,27 


0,24 


Hs.6966 


Human DNA sequence 
from clone RP1-187J11 nn 

I » vi ■ * VI Wl IW t \l I IWtwII W 1 1 


25 


2056 


CI ICGCI 1 IGI 


0.44 


• 


2,27 


0.24 


Hs.69485 


ESTs, Weakly similar to 

similar trt nfhpr nrnf^in r\hn 


JV 


2067 


ATGATATATGC 


0.44 


1 


2.27 


0,24 


Hs.6831 


Homo sapiens clone 1400 

tinknn\A/n nrnt^in mDPJA 
uiirxiiuwii [jiwiwiri rnrwMM, 

narfia 




2068 


GCCCCCTTACA 


0,44 


1 


2,27 


0,24 


Hs.49476 


Homo sapiens clone TUA8 
Cri-du-chat ren inn mRMA 

VI 1 UU WllQl iwMlwll ' 1 1 1 \ 1 M/A 


35 


2069 


TCAGTCCCTGT 


0.44 


1 


2.27 


0.24 


Hs.3685 


ivoothefical nrntpin 
FLJ20209 


2070 


AAI 1 1 ICATTA 


0,44 


1 


2,27 


0,24 


Hs. 35092 


ESTs 




2071 


GCCAGTCCACT 


0,44 


1 


2.27 


0.24 


Hs.34782 


ESTs, Moderately similar 
to transducin TH ^am'pnd 


40 


2072 


TAGAGAGTTTA 


0,44 


1 


2,27 


0.24 


Hs 29643 


ESTs 




2073 


GCTGTCCCCTC 


0.44 


1 


2,27 


0.24 


Hs.278422 


DKF2P586G1 122 orotpin 


45 


2074 


GTGAAAGCCGT 


0.44 


1 


2,27 


0.24 


Hs.270662 


ESTs WpakJv similar tn 

transformation-related 

prote 


2075 


TCTTCCAGAAA 


0,44 


1 


2,27 


0,24 


Hs.256585 


ESTs 




2076 


TTGGCCGGGAT 


0.44 


1 


2,27 


0,24 


Hs.254900 


ESTs 




2077 


GTAAAGAATGT 


0.44 


1 


2,27 


0,24 


Hs.24790 


ESTs 


50 


2078 


AAAH 1 1 IGTA 


0.44 


1 


2,27 


0.24 


Hs.24650 


ESTs Moderately similar 

• w , ivivwiaiciy oiii nidi 

to AF133913 1 ARL-fi 

\\S I » 1 1 www I W 1 f\t \ ^ Kj 

interac 




2079 


AACGCTGCAAA 


0,44 


1 


2,27 


0 24 


Hs.24174 


KIAA0876 Drofpin 


55 


2080 


GTACCCTAAAA 


0,44 


1 


2,27 


0,24 


Hs 239970 


ESTs Weaklv similar tn 
b34l8.1 [H.sapiensl 




2081 


IAAICI 1 1 1 II 


0,44 


1 


2,27 


0,24 


Hs.231463 


EST 




2082- 


AAATTGTATGT 


0,44 


1 


2.27 


0.24 


Hs.22826 


tropomodulin 3 (ubiqui- 
tous) 




2083 


CCACTACATTC 


0.44 


1 


2.27 


0,24 


Hs.22573 


ESTs 




2084 l 


GCCGCACTCAG 


0.44 


1 


2.27 


0.24 


Hs.200577 


ESTs 




2085" 


rCTTGTCATAC 


0,44 


1 


2.27 


0,24 


His. 198998 i 


conserved helix-loop-helix 
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ubiquitous kinase 


2086 


CAGCACCTGAT 


0,44 


1 


2,27 


0,24 


Hs. 198281 


pyruvate kinase, muscle 


2087 


TTGAATAAAAG 


0,44 


1 


2.27 


0,24 


Hs.198161 


phospholipase A2, group 
IVB (cytosolic) 


2088 


GGGAAGTGTGC 


0,44 


1 


2,27 


0,24 


Hs. 197733 


ESTs, Weakly similar to 

Tnn7 Ul Ifc/IAKI TD A M 

IKr/ HUMAN TRAN- 
SIENT 








1 


0 97 




no. 1 <?DOO 


r\r\MD-iinc linger protein 


2090 


TTTATTTTCAA 


0,44 


1 


2,27 


0,24 


Hs. 194293 


ESTs 


2091 


TCTCTCTGCCT 


0,44 


A 


2,27 


0,24 


HS.io49o7 


ESTS 


2092 


AGAGGAAGTAA 


0,44 


1 


2,27 


0.24 


Hs. 177537 


ESTs, Weakly similar to 

A 1 1 1 4 Ul llJAkl Al 1 1 

ALU1_HUMAN ALU 


2093 


ACCAAAAAAAA 


0,44 


1 


2,27 


0,24 


Hs. 173724 


creatine kinase, brain 


2094 


GGGACATTTAT 


0,44 


1 


2,27 


0,24 


Hs. 1731 08 


Homo sapiens clone 
24523 mRNA sequence 


2095 


TACCATCCATA 


0,44 


1 


2,27 


0,24 


Hs. 169476 


glyceraldehyde-3- 
phosphate dehydrogenase 


2096 


TTGATGAAGAA 


0,44 


1 


2,27 


0,24 


Hs. 168075 


karyopherin (importin) beta 
2 


2097 


GCCCGGTGCCC 


0,44 


1 


2,27 


0,24 


Hs.1665 


zinc finger protein ho- 
mologous to Zfp-36 in 
mouse 


2098 


AAGAACTGTTT 


0,44 


1 


2,27 


0,24 


Hs. 159456 


zinc finger protein 288 


2099 


CCAGCAACTGT 


0,44 


1 


2,27 


0,24 


Hs. 145279 


SET translocation (myeloid 
leukemia-associated) 


2100 


ATGGTGCGTGC 


0,44 


1 


2,27 


0,24 


Hs. 140498 


ESTs, Weakly similar to 
ALUE HUMAN!!!! ALU 
CLASS 


2101 


CTCTTCAGGGT 


0,44 


1 


2,27 


0,24 


Hs. 13781 


Homo sapiens cDNA 
FLJ11302 fis, clone 
PLACE1 009971 


2102 


TCAATGTGAAA 


0,44 


1 


2,27 


0,24 


Hs. 13467 


Homo sapiens BAC clone 
RP1 1-121 Ao from 7p14- 
p13 


2103 


CTTAATACTAC 


0,44 


1 


2,27 


0,24 


Hs. 13273 


KIAA0592 protein 


2104 


G G CTGCAGTAT 


f\ A A 

0,44 


A 
1 


2,27 


0,24 


HS.I^SoyZ 


rUAAUoZ^ protein 


2105 


GGAAGCTGAAG 


0,44 


A 
1 


Z,Z7 


U,Z4 




COT* 

to I S 


2106 


CCTCGGGCATC 


r\ a a 

0,44 


A 
I 


2,Z7 




ns.izo/ oo 


to I S 


2107 


1 1 1 ICI IGCTG 


0,44 


1 


2,27 


0,24 


Hs. 120907 


Homo sapiens mRNA; 

CDNA Ur\r^po47DioO 

(from clone 


2108 


GCCTTGCCTCT 


0,44 


1 


2,27 


0,24 


Hs. 11 8837 


ESTs 


2109 


CTTTAAAAAAA 


0,44 


1 


2,27 


0,24 


Hs. 11 81 62 


fibronectin 1 


2110 


TGCGGAAAAAA 


0,44 


1 


2,27 


0,24 


Hs. 11 3207 


G protein-coupled receptor 
^n 


2111 


TGACTTTCTGC 


0,44 


1 


2,27 


0.24 


Hs.11123 


ESTs, Weakly similar to 
B38919 hypothetical pro- 
tein 


2112 


CATTTACATAT 


0,44 


1 


2,27 


0,24 


Hs. 109438 


Homo sapiens clone 
24775 mRNA sequence 
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2113 


AATGTGTTACT 


0,44 


1 


2,27 


0,24 


Hs. 105751 


Ste20-related ser- 
ine/threonine kinase 




2114 


AICI I IAI ICC 


0,44 


1 


2,27 


0,24 


Hs. 10351 


KIAA0308 protein 




2115 


lUII IGAAI IC 


0,44 


1 


2,27 


0,24 


Hs. 103422 


Homo sapiens mRNA, 
cDNA DKFZp434F1622 
(from 


10 


2116 


ACAACACCCCA 


2,2 


5 


2,27 


1 


Hs.21453 


Homo sapiens mRNA for 
inositol 1,4,5-irisphosphate 
3 




2117 


CTGGAAATAAA 


1.32 


3 


2,27 


0.67 


Hs.69745 


ferredoxin reductase 


i > 


2118 


1 IAI 1 IA7GAA 


1,32 


3 


2,27 


0.67 


Hs.245188 


tissue inhibitor of metallo- 
proteinase 3 (Sorsby fund 




2119 


TACCAAGGATT 


1,32 


3 


2,27 


0,67 


Hs.21729 


splicing factor 3a, subunit 
1, 120kD 


20 


2120 


GTGCCAAACAC 


1,32 


3 


2,27 


0,67 


Hs. 1722 16 


chromogranin A (parathy- 
roid secretory protein 1) 




2121 


CCCGGCCCAAA 


1,32 


3 


2,27 


0,67 


Hs. 133207 


PTPRF interacting protein, 
binding protein 1 (liprin 


25 


2122 


AGAATTGCTTG 


16,35 


37 


2,26 


4.88 


Hs.56542 


X-prolyl aminopeptidase 
(aminopeptidase P) 1, 
solubl 




2123 


TCTCTGATGCT 


15,06 


34 


2,26 


4,52 


Hs.6441 


tissue inhibitor of metallo- 
proteinase 2 


.«) 


2124 


ACACTGCACTC 


3,11 


7 


2,25 


1,27 


Hs.200454 


ESTs, Weakly similar to 
ALU1_HUMAN ALU 




2125 


GAAATGAGCAG 


2,67 


6 


2.25 


1.13 


Hs.77293 


KIAA0127 gene product 


:»s 


2126 


GCTGGATGCGG 


2,67 


6 


2,25 


1.13 


Hs. 18075 


chromosome 9 open read- 
ing frame 3 




2127 


GCAAAACCCTA 


2,67 


6 


2,25 


1.13 


Hs. 108740 


DKFZP586A0522 protein 




2128 


1 1 IGCICICCC 


6,68 


15 


2.25 


2,28 


Hs.75350 


vinculin 


41) 


2129 


GGAGGCTGAGG 


21,42 


48 


2,24 


6,01 


Hs. 185973 


membrane fatty acid (lipid) 
desaturase 




2130 


GTAAAACCCCA 


9,38 


21 


2,24 


2,98 


Hs. 18955 


-lomo sapiens cDNA 
FLJ20667 fis, clone 
KAIA596 


45 


2131 


GGAGGGGGCTT 


13,42 


30 


2,24 


3,99 


Hs.77886 


lamin A/C 




2132 


AGCIAAGi 1 IG 


1,79 


4 


2,23 


0,83 


Hs. 19447 


ESTs, Weakly similar to 
CL36 HUMAN LIM DO- 
MAIN 


50 


2133 


CACACAGI 1 1 1 


8,06 


18 


2,23 


2,62 


Hs.204354 


ras homolog gene family, 
member B 




2134 


ATGGCGGGTGC 


4,04 


9 


2,23 


1.52 


Hs. 172382 


hypothetical protein 
FLJ20001 


55 


2135 


GACTTGTATAT 


2,7 


6 


2,22 


1,12 


Hs 81328 


nuclear factor of kappa 
ight polypeptide gene 
enhan 






A 1 Mo 1 /\UAoww 


1 ,OD 


3 


2,22 


0,66 


Hs.6361 


MEK partner 1 




2137 


AGCCACCGCTC 


1.35 


3 


2.22 


0,66 


Hs.6195 


ESTs 


«) 


2138 


GGCAGGATGAT 


1,35 


3 


2.22 


0.66 


Hs.274319 


hypothetical protein 
FLJ 10509 




2139 


GCCTGGGACCT 


1.35 


3 


2,22 


0,66 


Hs. 180871 


protein kinase C, alpha 



2«4 
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binding protein 


2140 


ACAGCCGTGGG 


1,35 


3 


2,22 


0,66 


Hs. 123090 


SWI/SNF related, matrix 
associated, actin depend- 
ent 


2141 


AGCCGAGATCA 


2,26 


5 


2,21 


0,97 


Hs.277663 


EST, Weakly similar to 
ALU1 HUMAN ALU SUB- 
FAMILY 


2142 


AGCCTTTGTTG 


11,78 


26 


2,21 


3,47 


Hs.9930 


collagen-binding protein 2 
(colligen 2) 


2143 


GTGTGCCTCCA 


2,72 


6 


2,21 


1,1 


Hs.75254 


interferon regulatory factor 
3 


2144 


TGGAGAAGAGC 


3.63 


8 


2,20 


1.37 


Hs. 179526 


upregulated by 1.25- 
dihydroxyvitamin D-3 


2145 


GGCCCCATTGC 


1,82 


4 


2,20 


0,81 


Hs.173421 


Human clone CE29 8.1 
(CAC)n/(GTG)n repeat- 
containing 


2146 


AATATTCATAG 


0,91 


2 


2,20 


0,47 


Hs.8583 • 


similar to APOBEC1 


2147 


GCTCCGTAAGG 


0,91 


2 


2,20 


0,47 


Hs.80712 


KIAA0202 protein 


2148 


GAGGTGCCCCA 


0,91 


2 


2,20 


0.47 


Hs.77955 


ESTs 


2149 


AG1GIAI I I I I 


0,91 


2 


2,20 


0,47 


Hs.76473 


insulin-like growth factor 2 
receptor 


2150 


TAAACCTAAAG 


0.91 


2 


2.20 


0.47 


Hs.60548 


hypothetical protein 
PR01635 


2151 


AGTCAAGCCCC 


0.91 


2 


2.20 


0.47 


Hs.57687 


four and a half LIM do- 
mains 3 


2152 


TATCAAAACAT 


0.91 


2 


2.20 


0.47 


Hs.258939 


EST 


2153 


ATCCTACTGTT 


0.91 


2 


2,20 


0.47 


Hs.239218 


uncharacterized hypo- 
thalamus protein HCDASE 


2154 


GCACCAAATGA 


0,91 


2 


2.20 


0.47 


Hs.23585 


KIAA1078 protein 


2155 


CCAATGCTATG 


0,91 


2 


2,20 


0,47 


Hs.22753 


Homo sapiens mRNA; 
cDNA DKFZp434K0926 
(from 


2156 


CATCGTTACAT 


0,91 


2 


2,20 


0,47 


Hs. 173802 


KIAA0603 gene product 


2157 


TAACCAAAAAC 


0,91 


2 


2.20 


0,47 


Hs. 169241 


ELK4, ETS-domain protein 
(SRF accessory protein 1) 


2158 


CTGAAACCCCA 


0,91 


2 


2.20 


0,47 


Hs. 1621 32 


ESTs 


2159 


GGAAGGCAAGC 


0,91 


2 


2.20 


0,47 


Hs. 144998 


ESTs, Weakly similar to 
ALU7 HUMAN ALU 


2160 


GAAAGGTGGTT 


0,91 


2 


2,20 


0,47 


HS. 14394 


hypothetical protein 
FLJ20157 


2161 


TCATAACCTTG 


0,91 


2 


2,20 


0,47 


Hs. 124029 


inositol polyphosphate-5- 
phosphatase, 40kD 


2162 


TACCCCATAAA 


2,29 


5 


2,18 


0,96 


Hs.281083 


ESTs 


2163 


CGCCCCCTGCG 


2.75 


6 


2,18 


1,09 


Hs. 135805 


ESTs, Weakly similar to 
KIAA1323 protein 
[H. sapiens] 


2164 


ACAAAGCCCCA 


1.38 


3 


2.17 


0,65 


Hs.8583 


similar to APOBEC1 


2165 


CCTATAGTCCT 


1.38 


3 


2,17 


0,65 


Hs 41694 


origin recognition complex, 
subunit 2 (yeast homolog 


2166 


CCAGTACAGCC 


1,38 


3 


2.17 


0,65 


Hs. 140978 


Homo sapiens mRNA; 
cDNA DKF2p762H106 
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2167 


CTGCTGCTGGT 


1,38 


3 


2,17 


0,65 


Hs 12289 


f^rirud9 pffprfnr nrntoin 7 

vuwtt cmcvaui jjiuicin £. 


2168 


CTTAATCTTGT 


1,85 


4 


2,16 


0,8 


Hs.75462 


BTG family, member 2 


2169 


GCCACACCCCC 


1 85 


4 


2 16 


0 8 


(id. 1 IW0 ID 


our kiu lympnorna receptor 
1 , GTP-binding protein 


2170 


TCCTCCCTACT 




14 


2 16 


9 04 


Uc 709fifi 
no. / u^ou 


yeasi oecoip nomoiog 


2171 


GTGAGACCCCA 


5,57 


12 


2,15 


1,8 


Hs. 198671 


ESTs 


9179 


CAftATf^PAAAA 


R 1^ 


1 1 


9 14 


1 AP 


ns.oyouo 


paired box gene 6 
(aniridia, keratitis) 


2173 


CCCCAGGAGAA 


2,34 


5 


2.14 


0,93 


Hs. 169902 


solute carrier family 2 
tjaciiiiaiea glucose transpo 


2174 


CTTCTGGGGAC 


2 81 


6 

w 


2 14 


1 06 

1 , WW 


Hs 750A9 
no. / wwo& 


ras nomoiog gene Tamuy, 

lllCfilUc;! O ^fllU v9/ 


2175 


GTGGCTTACAC 


1,88 


4 


2,13 


0,79 


Hs.264482 


Homo sapiens mRNA; 
(from 


2176 


GCGAGACCCCA 


1.88 


4 


2.13 


0,79 


Hs. 15681" 


ESTs 


0-1 77 




1 A"i 


O 




U.oo 


nS./oooi 


KIAA0217 protein 


2178 


GACGGCTGCAA 


1,41 


3 


2.13 


0.63 


Hs.4909 


dickkopf (Xenopus laevis) 
homolog 3 


l \ (V 


GTGAAACCGTC 


1,41 


o 






HS.30596 


Homo sapiens mRNA full 
length insert cDNA clone . 
cur\U 


2180 


CCACTGGACTC 


1.41 


3 


2,13 


0.63 


Hs.253913 


ESTs, Weakly similar to 

Al 1 11 Wl IMAM Al I t 
ALU I nUIVlr\l>J MLU 


2181 


TGTTAGCAAAT | 1,41 


3 


2 13 


0 63 

w,ww 


Hs 99666 


CO I © 


2182 


AAGTACGAGGA 


1.41 


3 


2 13 


0 63 

W,WJ 


Hs 99660 


CO 1 9 


2183 


CTGTTGGAAAA 


1.41 


3 


:.13 


0,63 


Hs. 209863 


ESTs 


91 


AACCACTGTGC 


1,41 




9 1** 




MS. I wOUO/ 


to i s, moderately similar 
toALU7 HUMAN ALU 




CTTCTCCAAAA 


0.94 








ns,yyy4y 


prolactin-induced protein 


2186 


GTGGTCAAGTT 


0.94 


2 


2,13 


0,46 


Hs.92127 


ESTs 


2187 


CCTTTGCTGAG 


0,94 


2 


2,13 


0.46 


Hs.7442 


Human DNA sequence 
from clone 742C19 on 


2188 


TTGCTGCCAGC 


0.94 


2 


2.13 


0,46 


Hs.5566 


gap junction protein, beta 
2, 26kD (connexin 26) 


2189 


TGAATTTCCTG 


0.94 


2 


2,13 


0,46 


Hs. 30057 


Homo sapiens clone 
24749 and 24750 mRNA 
sequences 


91 QH 


GTGGTATATGC 


0.94 




9 1^ 




ns.^c/ yoyo 


nypomeucai protein 

Fl 190^49 


2191 


GTGGTGCACTC 


0,94 


2 


2.13 


0,46 


Hs.268573 


Homo sapiens mRNA; 
cDNA DKFZp762N226 
^Trom cions 


2192 


GTGGCACAAGC 


0.94 


2 


2,13 


0.46 


Hs.258487 


EST 


2193 


AGCCACCATAC 


0,94 


2 


2 13 


U,*rU 




F^T 

CO 1 


2194 


TAAAACCGTTT 


0.94 


2 


2,13 


0.46 


Hs. 182280 


MADS box transcription 
enhancer factor 2, poly- 
pe ptid 


2195 


CCTTGTTTAAC 


0,94 


2 


2,13 


0,46 


Hs.173965 


ribosomal protein S6 
kinase, 90kD, polypeptide 
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3 


2196 


GCTCACTGCAA 


0,94 


2 


2,13 


0.46 


Hs. 163385 


EST 


2197 


TGCCTTGGGCT 


0,94 


2 


2.13 


0.46 


Hs.1497 


retinoic acid receptor, 
gamma 


2198 


TTATTGTTCCC 


0.94 


2 


2,13 


0.46 


Hs.12126 


hepatocellular carcinoma- 
associated antigen 112 


2199 


GGGACAACCCA 


0.94 


2 


2,13 


0,46 


Hs.11530 


ESTs 


2200 


GTTTCTTACTG 


0.94 


2 


2,13 


0.46 


Hs.1 06204 


KIAA1327 protein 


2201 


I I I I GC I 1 1 1 1 


0.94 


2 


2,13 


0.46 


Hs. 102267 


lysyl oxidase 


2202 


ATTTTCATCAA 


0.94 


2 


2.13 


0.46 


Hs. 101 282 


Homo sapiens mRNA; 
cDNA DKFZp434B102 
(from clone 


2203 


TACAGAATGTG 


0.47 


1 


2,13 


0,23 


Hs.99196 


ESTs 


2204 


TTGTATTGTTG 


0.47 


1 


2,13 


0.23 


Hs.98445 


ESTs 


2205 


GGGCAGAAGGC 


0.47 


1 


2,13 


0.23 


Hs.9585 


ESTs 


2206 


TATTGGCCTGG 


0.47 


1 


2.13 


0,23 


Hs.79572 


cathepsin D (lysosomal 
aspartyl protease) 


2207 


TGACTGTAAAA 


0.47 


1 


2,13 


0,23 


Hs.75621 


protease inhibitor 1 (anti- 
elastase), alpha-1-antitr 


2208 


ACCTGCTTCCC 


0,47 


1 


2.13 


0,23 


Hs.75458 


ribosomal protein 118 


2209 


TGATACAGAAA 


0.47 


1 


2.13 


0,23 


Hs.69504 


ESTs 


2210 


AATGAATTCTT 


0.47 


1 


2.13 


0.23 


Hs.5613 


Homo sapiens mRNA; 
cDNA DKFZp564E2222 
(from 


2211 


ATTTTGTCACT 


0.47 


1 


2.13 


0.23 


Hs.5459 


KIAA1436 protein 


2212 


CACCCTTTACT 


0.47 


1 


2.13 


0.23 


Hs.5437 


Taxi (human T-cell leu- 
kemia virus type 1) binding 


2213 


CTGGTGGGCCA 


0.47 


1 


2.13 


0.23 


Hs.5338 


carbonic anhydrase XII 


2214 


CTTTGAAATAG 


0.47 


1 


2.13 


0.23 


Hs.50476 


ESTs 


2215 


AGTCCTGCTTC 


0.47 


1 


2.13 


0,23 


Hs.44565 


ESTs 


2216 


TAACATTGAGA 


0.47 


1 


2,13 


0.23 


Hs.43756 


ESTs 


2217 


CTGAGAAGCGG 


0.47 


1 


2.13 


0.23 


Hs.41055 


ESTs, Highly similar to 
RL2A HUMAN 60S RI- 
BOSOMAL 


2218 


TATATATAGAG 


0.47 


1 


2.13 


0.23 


Hs.34853 


inhibitor of DNA binding 4, 
dominant negative helix- 


2219 


GTCTGCTCCAG 


0.47 


1 


2.13 


0.23 


Hs.32978 


proprotein convertase 
subtilisin/kexin type 7 


2220 


CCCCCGAGGCT 


0.47 


1 


2.13 


0.23 


Hs.31019 


ESTs 


2221 


AATGAAAAATT 


0.47 


1 


2.13 


0.23 


Hs.30888 


cytochrome c oxidase 
subunit Vila polypeptide 2 
like 


2222 


TTTGTACTAAT 


0.47 


1 


2.13 


0.23 


Hs.29846 


Human DNA sequence 
from clone 717M23 on 


2223 


TTCCATTATCA 


0.47 


1 


2,13 


0,23 


Hs.29356 


ESTs 


2224 


GTTTAAAAAGC 


0,47 


1 


2,13 


0.23 


Hs.29032 


ESTs 


2225 


CAATTTAAAGT 


0,47 


1 


2.13 


0.23 


Hs.286249 


ESTs 


2226 


TGTATTTGTAA 


0.47 


1 


2.13 


0.23 


Hs.286056 


ESTs 


2227 


GTGGCGTGCCT 


0.47 


1 


2.13 


0,23 


Hs.282652 


EST 


2228 


TAAAATGTGAC 


0.47 


1 


2.13 


0.23 


Hs.268447 


ESTs, Weakly similar to 
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ALUS HUMAN ALU 


9990 


A APA ATA A A A A 


U,4/ 


•4 
1 


£,IO 


0,23 


ns.2oo135 


tSTs, Weakly similar to 

Al 1 IA LJI lAdACVf A| 1 1 

nUMAIN ALU 








1 
I 


9 1"* 




Uc 9A4H7 
nS.£0**U r 


to 1 S 


2231 


ACTTTAACAGG 


0,47 


1 


2.13 


0.23 


Hs.252387 


cadherin EGF LAG seven- 
pass G-type receptor 1 


99^9 


A^PPPPAPAAA 


n 47 


4 
1 


9 1^ 


n 9^ 


Ho 9£flC7fi 

ns.^ouor U 


ret*. 

to I S 


99^ 


TfiriTf^AfiATflA 


fi 47 
U,4f 


A 
1 




U,2o 




CO IS 


2234 


GGCACCGCGTG 


0,47 


1 


2,13 


0.23 


Hs.20677 


KIAA1303 protein 




PA AH.n. ATA Af2A 


n 47 


A 
1 


9 4*5 




nS.^Oul 


thromboxane A synthase 1 
(platelet, cytochrome 

P450, 






n 47 

U,4/ 


A 
1 


9 1^ 


u.zo 


nS. 1 yo244 


coTS 


99^7 


A AP APlAAPf^T 


n 47 


1 


9 1*4 
JO 


n 9i 




ruwio (o. cerevisiae) 
homolog A 


2238 


CAGAI 1 1 IGIG 


0,47 


1 


2,13 


0,23 


Hs. 177656 


calmodulin 1 (phosphory- 
lase kinase, delta) 


2239 


ATTAGTTACAA 


0,47 


1 


2,13 


0,23 


Hs. 177635 


KIAA1095 protein 


2240 


CCCACCACATT 


0,47 


1 


2,13 


0,23 


Hs. 1706 10 


ESTs 


2241 


CTGCTAACCCA 


0.47 


1 


2,13 


0,23 


Hs.170310 


cat eye syndrome chro- 
mosome region, candidate 
1 


2242 


GTTCTCTGCTT 


0,47 


1 


O A) 1 

2,13 


0,23 


HS. 169078 


Human clone A9A2BRB6 
(CAC)n/(GTG)n repeat- 


2243 


TATGTACAGTT 


0,47 


1 


2,13 


0,23 


Hs. 163001 


hypothetical protein 
PRO0907 


2244 


AACCCGGGAGT 


0,47 


1 


2,13 


0,23 


Hs.161974 


EST 


2245 


GTAACCTCAAA 


0,47 


1 


2,13 


0,23 


Hs.161930 


EST 


2246 


TTCAATTTCTT 


0,47 


1 


2,13 


0,23 


Hs.159971 


SWI/SNF related, matrix 
associated, actin depend- 
ent 


2247 


A A "V AAA A A A A 

AGCTAAAAAAA 


0,47 


1 


2,13 


0,23 


Hs. 15953 


hypothetical protein 
FLJ10120 


2248 


TTATTTAAAAG 


0,47 


1 


2,13 


0,23 


Hs. 1581 35 


KIAA0981 protein 


2249 


GACTCCACATT 


0,47 


1 


2,13 


0,23 


Hs. 156637 


Cas-Br-M (murine) ec- 
tropic retroviral transform- 
ing s 


2250 


AGACAAAATTA 


0,47 


1 


2,13 


0 ( 23 


Hs. 153487 


signal transducing adaptor 
molecule (SH3 domain 
and 


2251 


ACTGAGAAGAG 


0,47 


1 


2,13 


0,23 


Hs.130761 


ESTs, Moderately similar 
to AF151803_1 CGI-45 
protei 


2252 


GGTGCTGAATA 


0,47 


4 
1 




U,Z3 


nS.i24o9 


COT* 

coTS 


2253 


GATTTCTTTGA 


0,47 


1 


2,13 


0,23 


Hs. 11 9651 


glypican 3 




Tf^TP A A A AH. AH. 


n 47 


l 


9 1^ 


fi 91 


l_| c 4 A OC7Q 


nomo sapiens cuna 
FLJ20053 fis, clone 
COL00809 


2255 


ACGGGGAGAGT 


0,47 


1 


2.13 


0,23 


Hs. 11 7582 


CGI-43 protein 


2256 


TGGCTTTATCC 


0,47 


1 


2.13 


0.23 


Hs.11506 


Human clone 23589 
mRNA sequenc | 
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2257 


GTTGCGTGTCC 


0,47 


1 


2,13 


0.23 


Hs. 108300 


NOT3 (negative regulator 
of transcription 3, yeast) 




2258 


TAAACGGCCTC 


0,47 


1 


2,13 


0,23 


Hs. 10632 


hypothetical protein 
DKFZp762M136 


5 


2259 


GGCCAGAATGA 


0,47 


1 


2,13 


0,23 


Hs. 102708 


DKF2P434A043 protein 




2260 


TGAAGCAAAAA 


0.47 


1 


2,13 


0,23 


Hs. 100407 


Homo sapiens mRNA; 
cDNA DKFZp564H2416 
(from 


10 


2261 


TCACAGCTGTG 


8,94 


19 


2.13 


2,52 


Hs.77054 


B-cell translocation gene 
1, antiproliferative 




2262 


AGAAAAAAAAA 


32,99 


70 


2.12 


7,56 


Hs.251680 


(Manual assignment) not 
unique, contains loricrin 


15 


2263 


GTGGCGCACGC 


5,19 


11 


2.12 


1,65 


Hs. 135723 


glycolipid transfer protein 




2264 


TCTGTACACCT 


8,97 


19 


2,12 


2,51 


Hs. 182740 


ribosomal protein S11 




2265 


AGGGAGGGGCC 


2,84 


6 


2.11 


1,05 


Hs. 1721 53 


glutathione peroxidase 3 
(plasma) 


20 


2266 


AGGACACCGCC 


2.37 


5 


2.11 


0,91 


Hs.77793 


c-src tyrosine kinase 




2267 


CGAGGGCACTC 


2.37 


5 


2.11 


0,91 


HS.26915 


spectrin, beta, non- 
erythrocytic 2 




2268 


TGCTGCCAGAC 


1,9 


4 


2.11 


0.77 


Hs.79219 


RalGDS-like gene; KIA- 
A0959 protein 


25 


2269 


TACTGGTTTAT 


1.9 


4 


2.11 


0.77 


Hs.30299 


IGF-II mRNA-binding 
protein 2 




2270 


CCCCCACCTAA 


7.18 


15 


2.09 


2.04 


Hs.77422 


proteolipid protein 2 (colo- 
nic epithelium-enriched) 


30 


2271 


TGAATGATACG 


1.93 


4 


2.07 


0.76 


Hs.278614 


protease, serine, 15 




2272 


TGAAACTGCAA 


1.93 


4 


2,07 


0,76 


Hs.147189 


HYA22 protein 




2273 


TGAGTCTGGCT 


4.83 


10 


2.07 


1,48 


Hs.4055 


chromosome 21 open 
reading frame 50 


35 


2274 


GGAGTGTGCTC 


14.06 


29 


2,06 


3.36 


Hs.9615 


myosin regulatory light 
chain 2, smooth muscle 
isofo 




2275 


TCATCGGGCTG 


0.97 


2 


2,06 


0,44 


Hs.78335 


microtubule-associated 
protein, RP/EB family, 
member 


40 


2276 


GAGACCTTGGA 


0.97 


2 


2,06 


0.44 


Hs.72249 


protease-activated recep- 
tor 3 


45 


2277 


CACTGGACGAG 


0,97 


2 


2,06 


0,44 


Hs.71574 


ESTs 




2278 


TGTACTTATTA 


0,97 


2 


2,06 


0,44 


Hs.6906 


v-ral simian leukemia viral 
oncogene homolog A (ras 




2279 


ACCACCCTGTT 


0,97 


2 


2,06 


0,44 


Hs.4864 


KIAA0892 protein 


50 


2280 


ATTTCTCATTC 


0,97 


2 


2.06 


0,44 


Hs.36794 


D-type cyclin-interacting 
protein 1 




2281 


GGACATTTTTC 


0,97 


2 


2,06 


0,44 


Hs. 16986 


hypothetical protein 
FU11046 


55 


2282 


A ^\ 1 f AAA ^^^^ 

CATCTTAAATG 


0,97 


2 


2,06 


ft A A 

0,44 


HS. 15467 


hypothetical protein 
FLJ20725 




2283 


GAATCATTTAT 


0.97 


2 


2.06 


0,44 


Hs. 154668 


KIAA0391 gene product 




2284 


ATCAAATGCAA 


4,37 


9 


2.06 


1.36 


Hs.79070 


v-myc avian myelocytoma- 
tosis viral oncogene ho- 
molog 
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2285 


AGCACCAGAAC 


1,46 


3 


2,05 


0,61 


Hs 60103 


KIAAHRQO nrotein 


2286 


TCCTGACCACC 


1,46 


3 


2,05 


0,61 


Hs 26002 


I \hA rinmsiin hinrlinn 1 


2287 


CTTATAATCCC 


1,46 


3 


2.05 


0.61 


Hs.259541 


ESTs 


2288 


ACCCATCGCCT 


1,46 


3 


2 05 


0,61 


Hs 16542H 




2289 


CCATTGCACTA 


1,46 


3 


2.05 


0.61 


Hs. 11 51 40 


ESTs, Weakly similar to 
ALU1 HUMAN ALU 


2290 


TACCCCAGAAC 


4.39 


9 


2.05 


1.35 


Hs.145320 


ESTs 


2291 


CTCTCACCCTG 


8 79 


18 


2 05 


2 27 


Hs 7*5 10ft 


ricunuciease/angiogenin 
inhihitnr 


2292 


CAAGGGCTTGC 


7,35 


15 


2,04 


1.96 


Hs. 156764 


RAP1B. member of RAS 
oncogene family 




TTTGCACTTGT 




7 




1 19 


He 751ftft 


wee iv ^0. pomuej no- 
1 iiuiuyi 


2294 


GCCAGGAGCTA 


3.43 


7 


2.04 


1.12 


Hs.18141 


ladinin 1 




TAAAATAPTPP 
1 nnnn 1 nv 1 v>U 


1 Qfi 






n 7^ 


ns.o i £.0 


nomo sapiens ihkima, 
(from 


2296 


TGATTGATTTG 


1,96 


4 


2.04 


0,75 


Hs 5912 


• *ywA wi iiy (Jiulcmi / 


2297 


TAAAAACTTTC 


1,96 


4 


2,04 


0,75 


Hs.204096 


lipophilin B (uteroglobin 
i on ii ly iiiciiiucry, pruoiaicin 


2298 


TCACTGCACTC 


7,85 


16 


2.04 


2,06 


Hs.261038 


ESTs 


2299 


ACCAAAGCCCC 


4.95 


10 


2.02 


1.43 


Hs.284281 


Human putative ribosomal 
protein si mRNA 




AA I Aboo 1 w\A 




Q 
0 






nS.o4f 9/ 


amyloid beta (A4) precur- 
sor-like protein 2 


2301 


CCTATAGTCCC 


5,45 


11 


2,02 


1,53 


Hs. 140697 


ESTs, Weakly similar to 
unnamed protein product 
[H.s 








o 


9 01 






CO 1 S 


2303 


ACCTAGCCACT 


1,49 


3 


2,01 


0,59 


Hs.89463 


potassium large conduc- 
tance calcium-activated 
cnanne 


2304 


CAGCTCAGCTG 


1,49 


3 


2,01 


0,59 


Hs.58414 


filamin C, gamma (actin- 
Dinaing protein-280) 


2305 


TCAATAAATGT 


1,49 


3 


2,01 


0,59 


Hs. 106747 


ESTs, Weakly similar to 
Ar2 i750o — 1 uncnaracter- 
ized b 


2306 


CACTCACACCC 


1,99 


4 


2,01 


0,73 


HS.24447 


sigma receptor (SR31747 
binding protein 1) 




V3 1 VjMM/^W 1 1 




7 




1 1 


Wc 9797Q«\ 


nypoineucai proiein 
FLJ20359 


£ JUO 




n 




9 nn 


9 ft 


Wc Q79^Q 


CO 1 5 






n 




9 nn 


9 R 




bmaii inouciuie cyioKine 
subfamily A (Cys-Cys), 

mcinD 


2310 


TCCCCGGTCAG 


0 


2 


2 00 


28 


Hs 80562 


aelsolin famvloidosis 
Finnish type) 


2311 


GCGCATCAAAA 


0 


2 


2.00 


2,8 


Hs. 59761 


ESTs 


2312 


AATTTCAGGCA 


0 


2 


2,00 


2,8 


Hs.5476 


serine protease inhibitor, 
Kazal type, 5 


2313 


ATCCCACTACT 


0 


2 


2,00 


2,8 


Hs.3991 


ESTs 
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2314 


ATCCGCTGGoG 


0 




O Aft 


0 ft 

2,8 


iS.oU904 


Dhosphomevalonate 
<inas 


0^1 


ML 1 o 1 oonU I v3 


n 
u 


o 


9 on 


9 fl 


H« 9ft e \199 


CO 1 5, WcdMy Similar 10 

S5^flfiQ lamtnin hpta-9 
\jsj%j\j\j& tai i mi hi i ucia ^ 

chain 




AGAGAAGAATG 


n 

w 


2 


2,00 


2 8 


Hs.2841 


npurompriipi li 


2317 


AGGATTGTTTG 


0 


2 


2,00 


2.8 


Hs.283545 


ESTs 


9^1 R 


rVTAAAf^ATTTG 


o 


o 
*- 


2 00 




Hs 97R69Q 


_0 1 d 




Av 1 r\ I OO/A 1 AO 


n 
\j 


0 


9 00 


7 8 


Hs 975511 

119. £. I *Jv 1 1 


L.W 1 






n 


0 


9 00 


9 fi 


H*, 979ftn0 
nd.4/ &Ovv 


i lypuu iciicdi pruicin 
FLJ20456 


9^91 


TftrPAPflAACA 


n 

w 


2 


2,00 


2 8 


Hs 271411 


hpta-^itp APP-rlppvinn 

ucia one «\i r uicavii iu 

enzyme 2 




A A ATfZn^iAAPA 


n 

w 


9 


2 00 


2 8 


Hs 271226 


ESTs 




riooon i 1 i 1 P 
OVJOO 1 S 1 O M 1 


n 
vj 




9 on 


7 8 


He. 9*58455 


FST 


2d^4 


AUn 1 Mo 1 U 1 on 


n 


o 


o on 


9 ft 




CO ■ 9 


2325 


TATGCTGAAAT 


0 


2 


2,00 


2.8 


Hs.255277 


ESTs 


2326 


TTCACTCCATT 


0 


2 


2.00 


2.8 


Hs.254914 


EST, Weakly similar to 
iMiut-1 protein [n. sapiens] 


2327 


TCTTGoCAACA 


U 


•5 

JL 


o nn 


O ft 


r15./0*t0 J 


imam i ^ iy proiein 


2328 


CAATAAAAI lu 


U 


*> 


o on 


9 ft 




CO I 


2329 


bbl Mil oo 1 1 


n 
u 




o nn 


9 ft 


He 9?07^n 


F^~T lUloHorstolu cimilor \r\ 

co i , iviuuciaiciy oirniidr iu 
R LA INHUMAN 60S 


2330 


AGI 1 IGI 1 1 IA 


0 


2 


2,00 


2,8 


Hs.212570 


EST 


2331 


xt or* An<^T(^A 
1 1 UUAL 1 o 1 OA 


n 
u 


0 


o nn 


9 ft 


Lie lQftftR9 


fihi iltn 9 
IIUUIIll C 


2332 


CAAGToGG 1 G 1 


u 




o nn 


0 ft 


Ue 1ft7ftftf\ 


CO 1 s 


2333 


TGCAGGGACCT 


0 


2 


2,00 


2,8 


Hs. 173043 


metastasis-associated 1- 
like 1 


2334 


TACTTCACCCA 


0 


2 


2,00 


A O 

2,8 


Hs. 16951 7 


aldehyde dehydrogenase 

c 
O 


2335 


CTTTGATTTAT 


0 


2 


2,00 


2.8 


Hs. 165590 


ribosomal protein S13 


2336 


TGTTG l l 1 1 1 1 


0 


2 


O AA 

2,00 


2,8 


il— ^ 4 

nS.14oZ1 1 


Homo sapiens mRNA; 
cDNA DKF2p434K111i 
^irom 


2337 


GTAGCGCCTCC 


0 


2 


2,00 


2.8 


Hs.143212 


cystatin F (teukocystatin) 


2338 


CTAGTGGCGGC/ 


n 




o nn 


O ft 

AO 


Lie 1i49ft4** 
r15. I^aU**0 


co i o, vvcaKiy similar iu 

At 1 Ift LII IKXAKJ hi 1 1 


2339 


ACC 1 CACO 1 uu 


A 

u 




o nn 


0 ft 


Lie 1^7^ft(^ 


uur yiycusyiiransicrase ^ 
familv nolvnpntirlp Ri 1 


2340 


CTTGTTCAAAA 


0 


2 


2.00 


2.8 


Hs. 137560 


ESTs, Moderately similar 

to AM^H rW canipncl 


2341 


CCTCTTTCCAG 


0 


2 


2.00 


2.8 


Hs. 13461 5 


ESTs 


2342 


TCTTAGTTCTA 


0 


2 


2.00 


2.8 


Hs. 130729 


ESTs 


2343 


CAOU 1 1 A 1 Ao 1 


A 

u 


£. 


o nn 




no. 1 1 r uu£ 




9344 


AGCTTCTACCA 


o 


2 


2 00 


2,8 


Hs.11261 


small proline-rich protein 
2A 


2345 


GTCAAGCCCAA 


0 


2 


2,00 


2,8 


Hs. 105033 


ESTs, Weakly similar to 
SPR2J protein 
[M.musculus] 


2346 


AACTTATCATT 


0 


2 


2,00 


2,8 


Hs. 103368 


ESTs 
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1 


2347 


ATGTGCTTCCG 


1 


2 


2,00 


0,43 


Hs.76494 


proline arginine-rich end 
leucine-rich repeat protei 


5 


2348 


CC'l N I TGTCC 


1 


2 


2 00 


0 43 


Hs.62601 


Homn ^ani^nc mRPJA* 
cDNA DKF2d586K1318 
(from 


10 


2349 


CTCTGTTTACA 


1 


2 


2,00 


0,43 


Hs.5947 


mel transforming onco- 
aene (derived from cell 
line NK 




2350 


GAAGTGCTGCT 


1 


2 


2,00 


0,43 


Hs.21812 


ESTs 




2351 


CCATTGCAGTC 


1 


2 


2,00 


0.43 


Hs.207659 


EST 


15 


2352 


CCACTGCACGC 


1 


2 


2,00 


0,43 


Hs.202669 


thiopurine S- 
methyltransferase 




2353 


GTGGTGTACAC 


1 


2 


2,00 


0.43 


Hs. 168102 


Human proteinase acti- 
vated rprpntor-7 mRNA 
3'UTR 


20 


2354 


ATAAATAAATT 


1 


2 


2,00 


0,43 


Hs. 16677 


hypothetical protein 
FU10506 




2355 


TTGATAAATAA 


■j 


2 


2 00 


0,43 


Hs 139226 


tor 1 ) 2 f40kDl 


25 


2356 


GCAAAAGCCCG 


1 


2 


2,00 


0.43 


Hs. 109798 


G8 protein 




2357 


TAAAATATGGG 


0,5 


1 


2,00 


0.22 


Hs 98401 


Homo ^pnipn^ mRNA full 
■ iv^i i iw oa^ici is iiirxiTjrA lull 

lenath insert cDMA clonp 
EURO 


30 


2358 


CTTTGGTTTGC 


0,5 


1 


2,00 


0.22 


Hs.8895 


ESTs 


2359 


CCAAAGGAGAA 


0.5 


1 


2,00 


0,22 


Hs.8889 


serine 

hydroxymethyltransferase 




2360 


TGTACCTTTTC 


0,5 


1 


2,00 


0,22 


Hs.8172 


E$S&Juble) 




2361 


TGTTAAGTGTT 


0,5 


1 


2,00 


0.22 


Hs.78825 


matrin 3 


35 




TAPAAGCTGAG 


0 5 


1 


2 00 


0 22 


Hs 77508 

MS. f / JUW 


^luid/iidic tJcnyar oyer) as c 

1 


40 


2363 


TCTGCGGGTGG 


0.5 


1 


2.00 


0.22 


Hs.76159 


ATPase, H+ transporting, 
lyc-ooumai (vacuolar proton 


2364 


TATCAATATTC 


0,5 


1 


2.00 


0.22 


Hs.7306 


secreted frizzled-related 


45 


2365 


ATGI 1 1 IGTAA 


0.5 


1 


2.00 


0.22 


Hs.6853 


carbohydrate (N- 

arptvlnli icncflminp 

owci j i^iuuusai I ill ic U V./J 

sulfotransfer 




2366 


GC7 1 1 1 IG 1 TG 


0 5 


1 


2,00 


0.22 


Hs 6048 


FEM-1-lik^ ripath rprpntnr 

binding protein 


50 


2367 


CTGGAGACCCA 


0,5 


1 


2,00 


0,22 


Hs.56729 


lymphocyte-specific pro- 
tein 1 




2368 


TTCAGAATAAA 


0,5 


1 


2,00 


0.22 


Hs. 50848 


hvDothetical Drotpin 
FLJ20331 


55 


2369 


ACAATGAAGCA 


0.5 


1 


2.00 


0,22 


Hs.285665 


Homo sapiens mRNA; 
cDNA DKFZp564P013 
(from clone 




2370 


GCCTGTGGGGT 


0,5 


1 


2,00 


0.22 


Hs.285565 


ESTs 




2371 


CAGCAAGGCTT 


0,5 


1 


2,00 


0.22 


HS.283714 


30 kDa protein 


60 


2372 


CAAGGCACCAA 


0,5 


1 


2,00 


0.22 


Hs.28107 


ESTs 


2373 


TACCAGAGTCC 


0,5 


1 


2,00 


0.22 


Hs.279927 


hypothetical protein 




2374 


Al 1 1 1 IGTAAA 


0.5 


1 


2,00 


0,22 


Hs.27413 


adaptor protein containing 



6b 
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« 

















dH domain PTB domain 
and 




2375 


TCTGTTACACC 


0,5 


1 


2,00 


0.22 


Hs.272759 


KIAA1457 protein 




2376 


ACGTTTGATTT 


0,5 


1 


2,00 


0,22 


Hs.27263 


KIAA1458 protein 


n 


2377 


AAGAGATGTTC 


0.5 


1 


2,00 


0.22 


Hs.26799 


DKFZP564D0764 protein 




2378 


TTGGTCAGGGT 


0,5 


1 


2,00 


0.22 


Hs.264381 


EST 




2379 


TGGAGCTATGA 


0,5 


1 


2,00 


0,22 


Hs.261655 


EST 




2380 


AGACTCAGGCC 


0,5 


1 


2,00 


0.22 


Hs.24305 


ESTs 


10 


2381 


GTTCATCCTTG 


0.5 


1 


2.00 


0.22 


Hs.236894 


ESTs. Highly similar to 

LRP1 HUMAN LOW- 
DENSITY 




2382 


TATCTTGTTGC 


0 5 


1 


2,00 


0 22 


Hs 23296 


ESTs 


15 


2383 


GTTTGTTTCCT 

111 lit wv^ ■ 


0 5 


1 


2 00 


0 22 


Hs.21143 


ESTs Weaklv similar to 
KIAA1532 protein 
[H. sapiens] 




2384 


AAGACACTGTT 


0,5 


1 


2.00 


0,22 


Hs.20707 


hypothetical protein 
R31240 1 


20 


2385 


CCTAGAATCTG 


0 5 


1 


2 00 

fc,WW 


0 22 


Hs.20196 


adenylate cyclase 9 




2386 


GTCGGGGGAGA 


0.5 


1 


2.00 


0,22 


Hs. 18844 


ESTs 




OOQ7 

loot 




n ^ 

U,D 


i 
i 


o nn 




He 1 fKA*\ 


ivinv-/ ciass i region unr 


25 


2388 


1 1 1 ICCCICAG 


0.5 


1 


2.00 


0.22 


Hs. 184242 


s terol-C 5-desa turase 
(fungal ERG3, delta- 5- 
ucSaiuras 




2389 


ACATTTCATTA 


0.5 


1 


2,00 


0,22 


Hs.18192 


Ser/Arg-related nuclear- 
matrix orotein folentv of dt 


30 




TTAG CCAGGGT 


0 5 




2,00 


0 22 


Hs 180610 

• Ivi 1 WWW I w 


SDlicina factor 
proline/glutamine rich 
(polypyrimidi 


35 


2391 


GGTGGAAAAAA 


0 5 


1 


2 00 


0.22 


Hs. 178728 


methyl-CpG binding do- 
main protein 3 








0 5 

V, w 1 




2,00 


0 22 


Hs 164690 


ESTs 




£U«7w> 




0 5 


1 


2,00 


0 22 


Hs 163593 


ribosomal Drotein L18a 


40 






0 5 


1 


2 00 


0 22 


Hs 159557 


karvonherin alnha 2 (RAG 

i\aijfVli/l Ivllll Qipi Im I 1 

cohort 1 imDortin alDha 1^ 


2395 


CGGATTCAATT 


0,5 


1 


2,00 


0.22 


Hs. 14763 


ESTs 




2396 


AAGAAAGGGAA 


0,5 


1 


2,00 


0.22 


Hs. 140908 


ESTs 


45 


2397 


TCAAAAGGGCA 


0.5 


1 


2.00 


0.22 


Hs. 1251 58 


ESTs 


2398 


CTCTCCTTGCC 


0,5 


1 


2,00 


0.22 


Hs.1 18738 


KIAA0800 gene product 




2399 


TTGCAGAGGGG 


0.5 


1 


2,00 


0.22 


Hs. 110373 


ESTs 




2400 


TGTCTGCAGAA 


0,5 


1 


2,00 


0,22 


Hs.107418 


ESTs 


50 


2401 


AGCTTCCGCTT 


0,5 


1 


2,00 


0.22 


Hs. 106529 


CGI-65 protein 


2402 


CTCACACACAC 


0,5 


1 


2,00 


0.22 


Hs.1 04311 


novel protein with MAM 
domain 





55 

Paicnlanspriiche 



1. Vcrfahrcn y.ur Identifi/.icrung der in Ilaut exprimicrien Gene bci Mcnschcn in viiro, dadurch gekcnn/cichnct. 
daB man 

a) ein (ieinisch von in menschlichcr Haul exprimiertcn genciisch codicnen Vakioren aus menschlicher Maui 60 
gewinni und 

b) das in a) gewonnenen Gcmisch einer Scricllen Analyse dcr<jenexpression (SAGE) unierwirfu und dadurch 
die in menschlichcr Haul cxprimierien Gene idemifizieri und ihre Expression quaniifizieri. 

2. Vcrlahren /.ur Idemifi/icrung der fur die Homeosiase der Haul bedeulsamcn Gene bei Mcnschcn in viiro, da- 
durch gckcnn/x'ichnci, da6 man 6s 

a) ein Cieniisch von in menschlichcr Haul cxprimierien genciisch codicrten l 'akloren aus menschlichcr Haul 
gewinnt. 

b) das in a) gewonnenen ( ieniisch einer Sericllcn Analyse der < iencxpression (SA( JE) unicrwirfi. und dadurch 
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die in menschlicher Haul exprimierien Gene ideniifizien und ihre Expression quamifizien und 

c) die Analysergebnisse aus b) mil Expressionsmusiem anderer Gewebe vergleichi und so die Gene identifi- 

zieru die in Haul und anderen Geweben unterschiedlich stark (difiereniiell) exprimien werden. 

3. Verfahren zur Bestimniung der Homeosiase der Haul bei Menschen in vitro, dadurch gekennzeichneu daB man 
5 a) ein Gemisch von Proieinen, mRNA-Molekulen oder Fragmenien von Proteinen oder mRNA-Molekiilen 

aus menschlicher Haul gewinnl, 

b) das gewonnene Gemisch auf das Vorhandensein und gegebenenfalls die Mcnge von mindestens einem der 
Proieine, mRNA-Molekule oder Fragmenie von Proieinen oder mRNA-Molekulen uniersuchu die miliels Se- 
rieller Analyse der Genexpression (SAGE) als in Haul und anderen Geweben unierschiedlich siark (ditferen- 

lo tiell) expriniien ideniifizien werden, 

c) die Uniersuchungsergebnisse aus b) mil den minds Serieller Analyse der Genexpression (SAGE) ideniifi- 
zieri en Expressionsmusiem vergleichi und 

d) das in b) uniersuchle Gemisch gesunder bzw. in Homeosiase befindlicher Haul zuordneu wenn es iiherwie- 
gend Proieine, niRNA-Molekiile oder Fragmenie von Proieinen oder mRNA-Molekulen enihalu die in Haul 

15 starker exprimien werden als in anderen Geweben, oder das in b) uniersuchlc Gemisch kranker bzw. in gestor- 

ter Homeosiase befindlicher Haul zuordneu wenn es uberwiegend Proieine. mRNA-Molekiile oder Fragmenie 
von Proieinen oder mRNA-Molekulen enthalu die in anderen Geweben siarker exprimien werden als in Haul, 

4. Verfahren nach Anspruch 3, dadurch gekennzeichneu daB man 

in Schriu b) das gewonnene Gemisch auf das Vorhandensein und gegebenenfalls die Menge von mindestens einem 
20 der Proieine, mRNA-Molekule oder Fragmenie von Proieinen oder mRNA-Molekiilen uniersuchu die in den Tabel- 

len 1 bis 5 in Spalte 7 durch ihre UniGene- Accession- Number definien werden. 

in Schriu c) die Untersuchungsergebnisse aus b) mil den in den Tabellen 1 bis 5 in den Spalien 3 und 4 angegebenen 

relaiiven Expressionsfrequenzen sowieden in Spalte 5 angegebenen Expressionsquotienten vergleichi und 

in Schriu d) das in b) untersuchte Gemisch gesunder bzw. in Homeosiase befindlicher Haul zuordneu wenn es uber- 

25 wiegend Proieine, mRNA-Molekule oder Fragmenie von Proieinen oder mRNA-Molekiilen enihalu die in Haul 

mindesiens doppell so siark exprimieri werden wie in anderen Geweben, oder das in b) uniersuchle Gemisch kran- 
ker bzw. in gcstdricr Homeosiase befindlicher Haul zuordneu wenn cs iibcrwicgend Proieine, mRNA-Molckiile 
oder Fragmenie von Proieinen oder mRNA-Molekiilen enthalu die in anderen Geweben inindesiens doppell so smrk 
exprimieri werden wie in Haul. 

30 5. Verfahren nach Anspruch 3 oder 4, dadurch gekennzeichneu daB man 

in Schriu b) das gewonnene Gemisch auf das Vorhandensein und gegebenenfalls die Menge von mindestens einem 
der Proieine, mRNA-Molekiile oder Fragmenie von Proieinen oder mRNA-Molekulen uniersuchu die in den Tabel- 
len 2 bis 5 in Spalte 7 durch ihre UniGene- Accession-Number definierl werden, 

in Schriu c) die Untersuchungsergebnisse aus b) mil den in den Tabellen 2 bis 5 in den Spalten 3 und 4 angegebenen 
35 relaiiven Expressionsfrequenzen sowie den in Spalte 5 angegebenen Expressionsquotienten vergleichi und 

in Schriu d) das in b) uniersuchle Gemisch gesunder bzw. in Homeosiase befindlicher Haul zuordneu wenn es uber- 
wiegend Proieine. mRNA-Molekule oder Fragmenie von Proteinen oder mRNA-Molekiilen enthalu die in Haul 
inindesiens 5-fach so stark exprimien werden wie in anderen Geweben, oder das in b) uniersuchle Gemisch kranker 
bzw. in gesiorter Homeosiase befindlicher Haul zuordneu wenn es uberwiegend Proieine, mRNA-Molekule oder 
40 Fragmenie von Proieinen oder mRNA-Molekulen enthalu die in anderen Geweben mindestens 5-fach so stark ex- 

primien werden wie in Haul. 

6. Verfahren nach einem der Anspriiche 3 bis 5, dadurch gekennzeichneu daB man 

in Schriu b) das gewonnene Gemisch auf das Vorhandensein und gegebenenfalls die Menge von mindesiens einem 
der Proieine, mRNA-Molekule oder Fragmenie von Proieinen oder mRNA-Molekiilen uniersuchu die in den Tabel- 

45 len 3 bis 5 in Spalic 7 durch ihre UniGene- Accession-Number definien werden, 

in Schriu c) die Uniersuchungsergebnisse aus b) mil den in den Tabellen 3 bis 5 in den SpaJien 3 und 4 angegebenen 
relaiiven Expressionsfrequenzen sowie den in Spake 5 angegebenen Expressionsquoiienien vergleichi und 
in Schriu d) das in b) uniersuchle Gemisch gesunder bzw. in Homeosiase befindlicher Haul zuordneu wenn es uber- 
wiegend Proieine, mRNA-Molekule oder Fragmenie von Proieinen oder mRNA-Molekiilen enthalu die in Haul 

50 inindesiens 10-fach so stark exprimien werden wie in anderen Geweben, oder das in b) uniersuchle Gemisch kran- 

ker bzw. in gcsioner Homeosiase befindlicher Haul zuordneu wenn es uberwiegend Proieine, mRNA-Molckiile 
oder Fragmenie von Proieinen oder mRNA-Molekiilen enthalu die in anderen Geweben mindesiens 10-fach so stark 
exprimien werden wie in Haul. 

7. Verfahren nach einem der Anspriiche 3 bis 6, dadurch gekennzeichneu daB man 

55 in Schriu b) das gewonnene Gemisch auf das Vorhandensein und gegebenenfalls die Menge von mindesiens einem 

der Proieine, mRNA-Molckiile oder Fragmenie von Proieinen oder mRNA-Molekulen uniersuchu die in den tabel- 
len 4 und 5 in Spalie 7 durch ihre UniGene- Accession-Number definierl werden. 

in Schriu c) die Uniersuchungsergebnisse aus b) mil den in den Tabellen 4 und 5 in den Spalien 3 und 4 angegebe- 
nen relaiiven Expressionsfrequenzen sowie den in Spalie 5 angegebenen Expressionsquoiienien vergleichi und 

60 in Schriu d) das in b) uniersuchle Gemisch gesunder b*/.w. in Homeosiase befindlicher Haul zuordneu wenn es uber- 

wiegend Proieine, mRNA-Molekule oder Fragmenie von Proieinen oder mRNA-Molekiilen enthalu die in Haul 
mindesiens 2()-fach so siark exprimien werden wie in anderen Geweben, oder das in b) uniersuchle Gemisch kran- 
ker bzw. in gesioner Homeosiase befindlicher Haul zuordneu wenn es uberwiegend Proieine, mRNA-Molckiile 
oder Fragmenie von Proieinen oder mRNA-Molekulen enlhaJu die in anderen Geweben mindesiens 20-lach so siark 

6> exprimien werden wie in Haul. 

8. Verfahren nach einem der Anspriiche 3 bis 7, dadurch gekennzeichneu daB man 

in Schriu b) das gewonnene Gemisch auf das Vorhandensein und gegebenenfalls die Menge von mindesiens einem 
der Proieine, mRNA-Molekule oder Fragmenie von Proieinen oder mRNA-Molekiilen uniersuchu die in Tabelle 5 
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in Spalie 7 durch ihrc UniGene-Acccssion-Number dcfinicn werden, 

in Schriu c) die Uniersuchungsergebnisse aus b) mil den in Tabelle 5 in den Spalien 3 und4 angegebenen relaiiven 
Expressionsfrequenzen sowie den in Spalte 5 angegebenen Expressionsquoiienien vergleichi und 
in Schriu d) das in b) umersuchie Gemisch gesunder bzw. in Homeosiase befindlicher Haul zuordneu wenn es uber- 
wiegend Proieine, mRNA-Molekiile oder Fragmenie von Proieinen oder inRNA-Molekiilen enihnli. die in Haul 5 
mindesiens 100-fach so siark exprimien werden wie in anderen Geweben, oder das in b) umersuchie Gemisch kran- 
ker bzw. in gesiorier Homeosiase befindlicher Haul zuordneu wenn es uberwiegend Proieine, mRNA-Molekiile 
oder Fragmenie von Proieinen oder mRNA-Molekiilen enihalu die in anderen Geweben mindesiens 100-fach so 
siark exprimien werden wie in Haul. 

9. Verfahren zur Besiimmung der Homeosiase der Haul bei Menschen in vino, dadurch gekennzeichneu daB man io 

a) ein Gemisch von Proieinen, mRNA-Molekiilen oder Fragmenicn von Proieinen oder mRNA-Molekiilen 
aus mcnschlicher Haul gewinnu 

b) in dent gewonncnen Gemisch mindesiens 7.wei der Proieine, niRNA-Molekiile oder Fragmenie von Proiei- 
nen oder mRNA-Molekiilen quaniifizieru die miliels eines Verfahrens nach Anspruch 2 als fiir die Homeosiase 

der Haul bcdcuisam ideniifizieri werden. l5 

c) die Expressionsverhalinisse der mindesiens zwei Proieine, niRNA-Molekiile oder Fragmenie von Proieinen 
oder mRNA-Molekiilen zueinander bestimmu 

d) die Expressionsverhalinisse aus c) mil den Expressions vernal inissen vergleichu die fiir die in b) quaniifi- 
/.icnen Molckiilc typischerweise in homeostatischer Haul vorliegen, insbesondere mil den Expressionsverhalt- 
nisscn. die sich aus Tabelle 6, Spalie 3 bzw. aus den Tabellen 1 bis 5, Spalie 4 ergeben, und 20 

e) das in a) gewonnene Gemisch gesunder bzw. in Homeosiase befindlicher Haul zuordneu wenn die Expres- 
sionsverhalinisse der uniersuchten Haul den Expressionsverhaluiissen in Homeosiase befindlicher Haul eni- 
sprechen. oder das in a) gewonnene Gemisch kranker bzw. in gesidner Homeosiase befindlicher Haul zuord- 
neu wenn die Expressionsverhalinisse der uniersuchien Haul von den Expressionsverhaluiissen in Homeosiase 
befindlicher Haul abweichen. 25 

11). Verfahren nach einvm der Anspriiche 1 bis 9, dadurch gekennzcichnei. daB man in Schriu a) das Gemisch aus 
eincr Haul probe, insbesondere aus cincr Vol 1 haul prone oder aus cincr Epidcrmisprobc gewinnu 

1 1 . Verfahren nach eincm der Anspriiche 3 bis 9, dadurch gekennzeichnet. daB man in Schriu a) das Gemisch milr . 
ids Mikrodialyse gewinnu 

12. Verfahren nuch einem der Anspriiche 3 bis 8. 10 und 1 1, dadurch gekennzeichneu daB man die Uniersuchung in 30 
Schriu b) auf das Vorhandensein und gegebencnfalls die Menge von mindesiens einem der Proieine oder Proicin- 
Iragmcnie mil ids cincr Meihodc durchfiihru die ausgewahli isi unier 

liin- oder /.wcidimensionalcr Gclclekirophoresc 
AlTiniiaiscluomaiograpliie 

Proicin-Proicin-Komplexierung in Losung 35 
Massenspckirometrie, insbesondere Matrix Assisiiener Laser Desorpiions lonisaiion (MALDI) und insbe- 
sondere 

- liinsaiz von Proieinchips, 

oder miuels geeigneicr Kombinaiionen dieser Meihoden. 

13. Verfahren nach einem der Anspriiche 9 bis 11, dadurch gekennzeichneu da6 man in Schriu b) die Quaniifizie- 40 
rung mindesiens zwcier Proieine oder Proieinfragmcnie miuels einer Meihode durchfiihru die ausgewahli isi unier 

liin- oder /.wcidimensionalcr Gelclekirophorese 
Afliniiiiischromaiographie 
Proiein-Proiein-Koniplcxierung in Losung 

Masscnspcktromeirie. insbesondere Mairix Assisiiener Laser Desorpiions lonisaiion (MALDI) und insbc- 45 
sonderc 

liin sal/, von Proieinchips, 
oder miuels geeigneicr Kombinaiionen dieser Meihoden. 

14. Verfahren nach einem der Anspriiche 3 bis 8. HJ und 1 1 . dadurch gekennzeichneu daB man die Uniersuchung in 
Schriu b) auf das Vorhandensein und gegebencnfalls die Mengc von mindesiens eineni der mRNA-Molekule oder 50 
luRNA-Molekulfragmenic miuels cincr Meihodc durchfiihru die ausgewahli isi unier 

Northern Blois. 

Reverse Transkripiasc Polymerasckciicnreakiion (RT-PCR), 
RNasc-Schuiyxrxperimenie. 

Doi-Blois, 55 

CDNA-Sequenzierung. 

Klon-llybridisierung, 

Differential Display. 

Subirakiivc Hybridisicrung. 

cDNA-Fragmeni-Fingerpriniing. 

Total Gene Expression Analysis (TOGA) 

- Scriellc Analyse der Genexpression (SAGE) und insbesondere 

- liinsaiz von Nukleinsaurechips. 

oder miuels geeigneicr Konibinationen dieser Meihoden. 

15. Verfahren nach einem der Anspriiche 9 bis 11, dadurch gekennzeichneu daB man in Schriu b) die Quaniifizie- 65 
rung mindesiens zwcier 111RN A- Molckiilc oder niRNA-Molekiil fragmenie miuels einer Meihodc durchfiihru die 
ausgewahli ist untcr 

- Northern Blois. 

295 



NSDOCID <DE . .10100127*1. 1. > 



DE 101 00 127 A 1 



- Reverse Transkripiase Polymerascketienreakiion (RT-PCR), 

- RNase-Schuizexperimente, 

- Doi-Blois, 

- CDNA-Sequenxierung, 

- Klon-Hybridisierung, 

- Differential Display. 

- Subiraktive Hybridisierung, 

- cDN A -Frag mem -Fingerprinting, 

- Total Gene Expression Analysis OOGA) 

- Serielle Analyse der Genexpression (SAGE) und insbesondere 

- Einsatz von Nukleinsaurechips, 

oder miuels geeigncter Kombinationen dieser Meihoden. 

16. Verfahren nach einem der Anspriiche 3 his 8. 10, IK 12 und 14, dadurch gekennzeichneu daB man in Schriti b) 
auf das Vorhandensein und gcgebenenfalls die Menge von 1 bis etwa 5000, bevorzugl 1 bis etwa 1000, insbesondere 
eiwa 10 bis elwa 500, vorzugsweise eiwa 10 bis etwa 250, besonders bevorzugl etwa 10 bis etwa 100 und ganz be- 
sonders bevorzugl eiwa 10 bis eiwa 50 der Proieine, niRNA-Molekiile oder Fragmente von Proteinen oder mRNA- 
Molekiilen uniersuchu die in den Tabellen 1 bis 5 in Spalte 7 durch ihre UniGene-Accession-Number definien wer- 
dcn. 

17. Verfahren nach einem der Anspriiche 9 bis 11 , 13 und 15, dadurch gekennzeichneu daB man in Schriti b) 1 bis 
eiwa 5000, bevorzugl 1 bis eiwa 1000, insbesondere eiwa 10 bis etwa 500, vorzugsweise eiwa 10 bis eiwa 250, be- 
sonders bevorzugl eiwa 10 bis eiwa 100 und ganz besonders bevorzugl eiwa 10 bis eiwa 50 der Proieine. mRNA- 
Molekule oder Fragmente von Proieinen oder niRNA-Molekiilen quaniifizieru die in den Tabellen 1 bis 5 in Spalte 
7 durch ihre UniGene-Accession-Number definien werden. 

18. Test-Kit zur Besiimmung der Homeosiase der Haul bei Menschen in vitro, umfassend Miltel zur Durchfiihrung 
der Verfahren nach einem der Anspriiche 3 bis 17. 

19. Biochip zur Besiimmung der Homeosiase der Haul bei Menschen in vitro, umfassend 
cincn Tragcr und 

auf diescm imniobilisicne Sonden, die zur spczifischen Bindung an mindestens eines der Proieine, mRNA-Molc- 
kiile oder Fragmcnlc von Proieinen oder mRNA-Moiekiilcn befahigt sind, die in den Tabellen 1 bis 5 in Spalte 7 
durch ihre UniGene-Accession-Number definien werden. 

20. Biochip nach Anspruch 19, umfassend 1 bis eiwa 5000, bevorzugl 1 bis eiwa 1000, insbesondere etwa 10 bis 
eiwa 500, vorzugsweise eiwa 10 bis eiwa 250, besonders bevorzugl etwa 10 bis etwa 100 und ganz besonders be- 
vorzugl etwa 10 bis eiwa 50 voneinandcr verschiedene Sonden. 

21. Biochip nach Anspruch 19 oder 20, umfassend Nukleinsauresoiiden, insbesondere RNA- oder PNA-Sonden, 
besonders bevorzugl DN A- Sonden. 

22. Biochip nach Anspruch 21, umfassend Sonden mil einer Lange von eiwa 10 bis eiwa 1000, insbesondere etwa 
10 bis eiwa 800, vorzugsweise etwa 100 bis etwa 600. besonders bevorzugl etwa 200 bis etwa 400 Nukleotiden. 

23. Biochip nach Anspruch 19 oder 20, umfassend Peptid- oder Proteinsonden, insbesondere Antikorper. 

24. Verwendung der Proieine, mRNA-Molekiile oder Fragmente von Proteinen oder mRNA-Molekulen, die in den 
Tabellen 1 bis 5 in Spalte 7 durch ihre UniGene-Accession-Number definien werden, als Marker fur die Homeo- 
siase der Haul bei Menschen. 

25. Test verfahren zum Nachweis der Wirksamkeii von kosmeiischen oder phamiazeutischen Wirkstoffen zur Auf- 
rvchtcrhahung oder Forderung der Homeosiase der Haul bzw. zur Behandlung pathologischer Zustande der Haut, 
wic Neurodenniiis. Sonncnbrand. Psoriasis, Sklerodemiie. lchiyosis. aiopische Dermatitis, Akne. Seborrhoe, Lupus 
erythemaiodes. Rosacea. Melanoma. Basalioma, Hautkarzinoni, Hautsarkom. in vitro, dadurch gekennzcichneu daB 
man 

a) den llautstaius durch cin Verfahren nach einem der Anspriiche 3 bis 17, oder miuels eines Tesi-Kils nach 
Anspruch 18. oder mill els eines Biochips nach einem der Anspriiche 19 bis 23 besiimmt, 

b) einen WirkstolT zur Aufrechlerhaliung oder Forderung der Homeosiase der Haul bzw. zur Behandlung pa- 
thologischer Zustande der Haul einmaJ oder mehrmals auf die Haul aufbringt, 

c) cmeut den llautstaius durch ein Verfahren nach einem der Anspriiche 3 bis 17, oder miuels eines Test-Kits 
nach Anspruch 18. oder miuels eines Biochips nach einem der Anspriiche 19 bis 23 hesiimmt, und 

d) die Wirksamkeii des Wirkstoffs durch den Vergleich der Ergebnisse aus a) und c) bestimml. 

26. Tesl-Kil zum Nachweis der Wirksamkeii von kosmeiischen oder pharmazcutischen WirkstolYen zur Aufrech- 
lerhaliung oder Forderung der Homeosiase der Haut bzw. zur Behandlung pathologischer Zustande der Haul in vi- 
iro, umfassend Miticl zur Durchfiihrung des Verfahrcns nach Anspruch 25. 

27. Verwendung der Proieine. niRNA-MolekUle oder Fragmente von Proieinen oder niRNA-Molckillcn, die in den 
Tabellen 1 bis 5 in Spalie 7 durch ihre UniGene-Accession-Number definien werden, zum Nachweis der Wirksam- 
keii von kosmeiischen oder phannazcuiischen Wirksioffen zur Aufrechterhaliuny oder Forderung der Homeosiase 
der Haut bzw. zur Behandlung pathologischer '/.usiande der Haul, wic Neurodcmiiiis. Sonncnbrand. Psoriasis, Skle- 
rodemiie, lchiyosis, aiopischc Dermatitis, Akne. Seborrhoe, Lupus erythematodes. Rosacea, Melanoma. Basa- 
lioma, Hauikarzinotn. Hautsarkom. 

28. Screening -Verfahren zur Jdentifikaiion von kosmetischen oder pharmazeuiischen Wirksioffen zur Aufrechler- 
haliung oder Forderung der Homeosiase der Haul bzw. zur Behandlung paihologischer Zustande der Hauu wie Neu- 
rodenniiis, Sonncnbrand. Psoriasis, Sklerodemiie, lchiyosis. aiopische Dermatitis. Akne, Seborrhoe, Lupus erythe- 
matodes. Rosacea. Melanoma, Basalioma. Hautkarzinoni. Hautsarkoniin vitro, dadurch gekennzcichneu daB man 

a) den Hautsiaius durch ein Verfahren nach einem der Anspriiche 3 bis 17, oder miuels eines Test-Kits nach 
Anspruch 18. oder miuels eines Biochips nach einem der Anspriiche 19 bis 23 bestinimi. 
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b) einen poieniieUen WirksiofT zur Aufrechierhaltung oder Forderung der Homeostasc der Haul bzw. zur Be- 
handlung pathologischer Zusiande der Haut einma] oder niehrmals auf die Haul aufbringl, 

c) erne ut den Hauisiaius durch ein Verfahren nach einem der Anspruche 3 bis 17, oder mi l ie Is eines Tesi-Kiis 
nach Anspruch 18, oder mitiels eines Biochips nach einem der Anspruche 19 bis 23 bestimmi, und 

d) wirksame Wirksioffe durch den Vergleich der Ergebnisse aus a) und c) ideniifiziert. 5 

29. Verwendung der Proieine, inRNA-Molekule oder Fragmente von Proieinen oder inRNA-Molekiilen, die in den 
Tabellen 1 bis 5 in SpaJie7 durch ihre UniGene-Accession-Numberdefinierl werden, zur Ideniifikaiion von kosme- 
uschen oder pharmazeutischen Wirksi often zur Aufrechierhahung oder Forderung der Honieosiase der Haul bzw. 
zur Behandlung pathologischer Zusiande der Haut wie Neuroderrniiis. Sonnenbrand, Psoriasis, Skleroderrnie, lch- 
ivosis, aiopische Dermatitis, Aknc, Seborrhoe, Lupus eryihematodes. Rosacea. Melanoma, Basalioma, Hauikarzi- 10 
nom, Ilautsarkomin. 

30. Verfahren zur Hersiellung einer kosmeiischen oder pharmazeutischen Zubereiiung zur Aufrechierhaltung oder 
Forderung der Honieosiase der Haul bzw. zur Behandlung pathologischer Zusiande der Haul, wie Neuroderrniiis. 
Sonnenbrand. Psoriasis, Skleroderrnie. Ichiyosis, aiopische Dermatitis, Akne, Seborrhoe, Lupus erythema lodes. 
Rosacea, Melanoma, Basalioma, Hautkarzinom. Hauisarkomin, dadurch gekennzeichnet, daB man 15 

a) wirksame Wirksioffe mil Hilfe des Verfahrens nach Anspruch 28, oder der Verwendung nach Anspruch 29 
besiimmt und 

b) als wirksam befundene Wirksioffe mil kosmetisch und phannakologisch gecigneten und vertraglichen Tra- 
gern vermischt. 
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